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Abstract: Tetraspan proteins are significantly enriched in the membranes of exosomal vesicles
(EVs) and their extracellular domains are attractive targets for engineering towards specific antigen
recognition units. To enhance the tolerance of a tetraspanin fold to modification, we achieved
significant thermal stabilization of the human CD81 large extracellular loop (hCD81 LEL) via de novo
disulfide bonds. The best mutants were shown to exhibit a positive shift in the melting temperature
(Tm) of up to 25 ◦C. The combination of two most potent disulfide bonds connecting different strands
of the protein resulted in a mutant with a Tm of 109 ◦C, 43 ◦C over the Tm of the wild-type hCD81
LEL. A peptide sequence binding to the human transferrin receptor (hTfr) was engrafted into the
D-segment of the hCD81 LEL, resulting in a mutant that still exhibited a compact fold. Grafting of the
same peptide sequence between helices A and B resulted in a molecule with an aberrant profile in size
exclusion chromatography (SEC), which could be improved by a de novo cysteine bond connecting
both helices. Both peptide-grafted proteins showed an enhanced internalization into the cell line
SK-BR3, which strongly overexpresses hTfr. In summary, the tetraspan LEL fold could be stabilized
to enhance its amenability for engineering into a more versatile protein scaffold.

Keywords: CD81 large extracellular loop; peptide grafting; antigen recognition unit; stability engineering

1. Introduction

In the last decade, the research into exosomes has intensified as they have been recognized as
significant mediators of cell-to-cell communication [1]. Exosomes are released from multivesicular
bodies upon their fusion with the plasma membrane, and released vesicles function as delivery vehicles
transferring functional RNAs, exosomal DNA, and transmembrane proteins including receptors to
cells in the surrounding environment [2]. Regarding their advantages as a potential therapeutic
moiety, including favorable properties such as low immunogenicity and low cytotoxicity, the interest
in their application has triggered the development of new methods for encapsulation, improved
cytosolic release of exosomal contents, enhanced cellular uptake, and more specific cellular targeting [3].
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Vesicular uptake of exosomes is cell type-specific and can involve membrane fusion or endocytosis, and
can even be induced by stimulation of oncogenic cancer receptors [4]. To achieve tissue specific delivery,
targeting of exosomes can be optimized by engineering the source cells to overexpress exosomal
membrane proteins such as tetraspanins, harboring receptor-specific ligand peptides as recognition
units [5]. Tetraspanins are known as molecular facilitators, associating in large cell-signaling complexes
known as the tetraspan web, which involves members of other protein families such as integrins and
coreceptor molecules. Furthermore, such large membrane protein assemblies may be associated with
lipid rafts [6,7]. The functions of tetraspanins CD9, CD63, and CD81 as ligands for the endocytosis of
exosomes have been reported [8–10]; however the mechanism of uptake has not yet been clarified.

In spite of its almost ubiquitous distribution, tetraspan protein CD81 is the major protein
enriched in the exosomal fraction of multivesicular bodies [11]. The large extracellular loop of CD81,
topologically located between transmembrane domains 3 and 4, is characterized by five helical elements
forming a mushroom-like structure [12,13] stabilized by two pairs of cysteines. This motif is conserved
among the protein members of the tetraspanin family [14] and the oxidation of cysteine bonds is
a prerequisite for high-affinity binding of the E2 envelope protein of the hepatitis C virus (HCV),
the natural ligand of CD81 [15]. Correct pairing of the cysteines is also crucial for recognition by
the antibody M38 [16], which does not bind to denatured or reduced proteins but can react with
the membrane-bound human CD81 (hCD81) as well as a native form of purified soluble hCD81.
The crystal structure of the human CD81 large extracellular loop (hCD81 LEL), solved at 1.6 Å,
revealed a new type of protein fold [12], and a subsequent sequence analysis of 160 tetraspanin family
members indicated that their fold and key structural features are conserved [17]. Apart from cysteine
bridges, hCD81 LEL is stabilized by the invariant residues Gly157 and Pro176, which are located to
accommodate cysteine connections as well as Tyr127, which is fully buried and contributes to the
hydrogen bonding network together with His151 and Cys190. Soluble hCD81 LEL assembles into
dimers around a two-fold axis, and the contact between the protomers is in a low-polarity region
between the helices of each interacting partner and between helix B and C-terminal residues of the
opposite protomer. The N- and C-termini of the protomers fall in the central region on opposite faces
of the assembled dimer, similar to the dimeric assembly at the cell surface where transmembrane
segments are also present. A second low-polarity region comprises the solvent-exposed surface of
helices C and D, which is energetically unfavorable. According to the solution studies, helix D is
fairly unstructured and attains helical conformation only upon binding with certain antigens [18].
The sequence alignments of the tetraspanin family members indeed show an increased variability
in this region, including insertions and deletions [19]. It has been suggested that this surface area
might be involved in a species- or tetraspanin-specific recognition process [20], which could hint to
the possibility of heterodimeric tetraspanin species assembly [21]. In particular, segment D of CD81
should be able to guide specific homomeric clustering [22].

To enhance their potential as the next-generation therapeutic carriers, exosome-mediated delivery
systems need to be further developed, especially to improve their inherently low efficiency of cellular
uptake, which can be achieved by the engineering of exosomal membrane proteins. In our approach,
we attempted to improve the biophysical properties of hCD81 LEL, aiming towards its functionalization
as a small ligand recognition unit. The expression level of the wild-type his-tagged soluble protein in a
mammalian expression system in standard laboratory small-scale conditions was high enough to allow
detailed characterization for its dimeric status and thermostability. First, we introduced de novo pairs of
cysteine residues at different regions of the molecule to increase its thermostability, which should allow
extensive modifications of the amino acid sequence that may be required to achieve specific antigen
recognition. Further, we modified the C-terminal part of the helix D in the hCD81 LEL by introducing
a human transferrin receptor (hTfr)-specific peptide, which can recognize hTfr with an affinity of 10−7

M [23]. Next, the short hairpin loop between helices A and B was targeted for mutagenesis to introduce
the same peptide sequence at this alternative site. A stabilizing disulfide bond connecting helices A
and B was shown to enhance the biophysical properties of the protein modified in this way.
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2. Materials and Methods

2.1. Molecular Modeling

DSDBASE (http://caps.ncbs.res.in/dsdbase/dsdbase.html) [24] was used as a prediction tool for
the identification of positions with the potential to harbor cysteine residues suitable for the creation
of intradomain disulfide bonds. The algorithm was used to analyze the hCD81 LEL crystal structure
1G8Q [14] for the distances between Cα and Cβ atoms of neighboring amino acid residues as well
as for torsion angles and resulting S-S bond lengths. Out of 36 predicted possible disulfide bonds
we selected 11 that seemed to be the ones with the highest likelihood of success as judged by visual
examination of the crystal structure. Five of those were predicted by the DSDBASE program both in
protomer A and protomer B of the hCD81 LEL.

Molecular models of hCD81 LEL mutants engrafted with hTfr-targeting peptides were constructed
using the homology modeling server SWISS-MODEL (https://swissmodel.expasy.org/) [25,26].
Sequences of the constructs are listed in Supplementary Table S1.

2.2. Production of Recombinant Proteins

The fragment encoding hCD81 LEL (fragment Phe113-Lys201) (numbering according to Protein
Data Base (PDB) entry 1G8Q) was amplified from a synthetic construct with the full-length CD81
sequence (Geneart, Regensburg, Germany). Mutagenesis to introduce grafted peptide sequences as
well as mutagenesis of single chosen amino acid residues to cysteine was performed using QuikChange
Lightning Mutagenesis kit (Agilent, Santa Clara, CA, USA), exactly according to manufacturer’s
instructions with oligonucleotides listed in Supplementary Table S2. hCD81 LEL variants were cloned
into the pTT22SSP4 mammalian expression vector (CNRC, Ottawa, ON, Canada) and expressed in
two different expression systems. For prescreening, the constructs were expressed in HEK293-6E cells
(CNRC) at a 2-mL-scale in F17 medium supplemented with 4 mM glutamine and 50 µg/mL G-418
on an orbital shaker at 180 rpm, at 37 ◦C under 5% CO2 for 4 days, with feeding of TN-20 to an end
concentration of 0.8% on the second day after transfection. Mutants selected for further characterization
were transfected into ExpiCHO cells (Thermo Fisher, Waltham, MA, USA) exactly according to
manufacturer’s instructions. Cultivation of the cells proceeded according to the MaxTiter protocol.
Supernatants were harvested after 14 days and purified using nickel-nitrilotriacetic acid (Ni-NTA)
affinity chromatography. After clarification, the samples were buffered with phosphate-buffered saline
(PBS, Boston, MA, USA) with 20 mM imidazole and pH 7.5, and passed over an Excel Ni-NTA column
(GE Healthcare, Chicago, IL, USA) equilibrated with the same buffer. The his-tagged hCD81 LEL was
eluted with a gradient from 20 to 500 of mM imidazole in five column volumes. Fractions containing
the target protein were pooled and dialyzed twice against the 100-fold volume of PBS overnight at
4 ◦C. The proteins were stored at −80 ◦C until use.

2.3. Biophysical Characterization of the Human CD81 Large Extracellular Loop (hCD81 LEL) Mutants

2.3.1. SDS-PAGE

Two µg of purified protein preparations were mixed with loading sample buffer and resolved on
4–12% Novex NuPAGE gels, run in MES buffer, stained with NovexBlue staining kit (Thermo Fisher,
Waltham, MA, USA), and destained with distilled water.

2.3.2. Size Exclusion Chromatography (SEC)-High Press ure Liquid Chromatography (HPLC) and
Multi-Angle Light Scattering (MALS)

A LC-20A Prominence system (Shimadzu, Kyoto, Japan) equipped with a diode array detector and
a refractive index detector was used to perform SEC-HPLC with a Superdex 200 Increase 10/300 GL
column (GE Healthcare, Chicago, IL, USA). The mobile-phase buffer used was PBS with 200 mM
NaCl. Chromatography was conducted with a constant flow rate of 0.75 mL/min. In total, 200 µg
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of protein at about 2 mg/mL were loaded on the column for analysis. Column calibration was
performed with a set of molecular weight standards ranging from 10 to 500 kDa (Bio-Rad, Hercules, CA,
USA). In-line multi-angle light scattering was analyzed on a miniDAWN TREOS II MALS apparatus
(Wyatt Technologies, Santa Barbara, CA, USA). The defined chromatographic peak of the protein
was used to calculate its molecular mass using ASTRA software, version 6.1 (Wyatt Technologies,
Dernbach, Germany).

2.3.3. Differential Scanning Chromatography (DSC)

DSC experiments were performed on MicroCal PEAQ-DSC Automated system (Malvern, Malvern,
UK), using an 80-µM protein solution diluted in PBS at pH 7.4. The heating was performed from 20 ◦C
to 110 ◦C at a rate of 1 ◦C/min. Protein solution was then cooled in situ and an identical thermal
scan was run to obtain the baseline for subtraction from the first scan. All measurements were taken
in duplicates. Fitting was performed with MicroCal PEAQ-DSC Software using the non-two-state
transition mechanism.

2.3.4. Circular Dichroism (CD) Spectroscopy

The far-UV CD spectra were measured on a Chirascan spectropolarimeter (Applied Photophysics,
Surrey, UK) at 25 ◦C using a 1-mm quartz cuvette. The protein preparations were diluted in PBS to
200 µg/mL. The CD spectra of the buffer solutions were subtracted from the sample spectra before
conversion to CD absolute units.

2.4. ELISA to Detect the Reactivity with M38 Antibody

ELISA plates (Maxisorp, NUNC, Roskilde, Denmark) were coated with an anti-hCD81 M38
antibody (Thermo Fisher) at 5 µg/mL in PBS for 1 h at room temperature (RT). After blocking with
5% bovine serum albumin (BSA)-PBS for 1 h at RT, supernatants of HEK293-6E cells transfected with
hCD81 LEL variants or purified variants of hCD81 LEL diluted in 2.5% BSA-PBS were allowed
to bind for 1 h at RT. After extensive washing, the binding of mutant proteins was detected
with an anti-his-horseradish peroxidase (HRP) conjugated antibody (QIAgen, Hilden, Germany),
diluted 1:2500 in 2.5% BSA-PBS. Antibody binding was revealed with 3,3′,5,5′-tetramethylbenzidine
(TMB) (Sigma Aldrich, St. Louis, MO, USA); the reaction was stopped by adding an equal volume of
30% H2SO4 and absorbance was read at 450/620 nm.

2.5. Flow Cytometry

SK-BR3 cells (ATCC HTB-30) were cultured in DMEM with 10% FCS and penicillin–streptomycin
in humidified atmosphere at 37 ◦C under 5% CO2. For a fluorescence-activated cell sorting (FACS)
experiment confirming the high expression of hTfr on SK-BR3 cells, cells were harvested and blocked in
2% BSA-PBS for 30 min on ice. Then, 100,000 cells/well of a 96-well plate were stained with three-fold
serial dilution of anti-hTfr MEM-75 antibody in 2% BSA-PBS for 30 min on ice. Dead cells were excluded
from the measurement by staining with 7-aminoactinomycin D (7-AAD) and mean fluorescence
intensity (MFI) values of the live cell population were recorded. After a brief wash in ice-cold
PBS, a 1:200 dilution of anti-mouse (Fab’)2–FITC conjugate (Sigma-Aldrich, St. Louis, MO, USA) as
a secondary reagent in 2% BSA-PBS was used to detect test protein binding. Determination of the copy
number of hTfr was performed with QIFIKIT® (Agilent, Santa Clara, CA, USA), exactly according to
manufacturer’s instructions. Briefly, five populations of calibration beads coated with graded numbers
of mouse mAb molecules were used as a calibration standard. Then, 100,000 cells/well were labeled
with primary mouse MEM-75 antibody at a saturation concentration of 10 nM. Beads and cells were
then stained with a secondary goat anti-mouse (Fab′)2–FITC conjugate (Agilent, Santa Clara, CA, USA)
and their fluorescence determined using Gallios flow cytometer (Beckman Coulter, Brea, CA, USA).
hTfr cell surface levels were calculated using a calibration line for fluorescence of beads versus the
bead surface coating level.
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2.6. Receptor-Mediated Internalization into the Target Cell Line

Protein preparations were labeled with NHS-Alexafluor488 conjugate (Thermo Fisher, Waltham,
MA, USA) and allowed to internalize into SK-BR3 cells (ATCC® HTB-30™) that were seeded into
6-well plates at 1 × 106 cells/well overnight, in triplicates for one read. After 12 h of exposure to
the 10-µM protein preparation, cells were harvested with a cell scraper, blocked with 2% BSA–PBS,
and incubated with 500 µg/mL Alexafluor488-quenching antibody (Thermo Fisher, Waltham, MA,
USA) for 30 min on ice. Median fluorescence of the population was determined for the quenched and
the non-quenched sample after excluding the dead cells labeled with 7-AAD.

3. Results

3.1. Expression and Purification of the Wild-Type Protein

The hCD81 LEL (crystal structure 1G8Q with highlighted structural subunits in Figure 1a)
was purified at 140 mg/L from ExpiCHO supernatant using single-step HisTrap chromatography.
SDS-PAGE of the purified protein revealed a single band of the molecular size that corresponds to
a monomeric species (Figure 1b); however, SEC analysis under native conditions suggested a dimeric
form of the protein, which was confirmed by MALS analysis (Figure 1c). The molecular weight
determined with MALS suggested 24.11 kDa, which corresponded well to the theoretical molecular
mass of 24.354 kDa. Dimerization of recombinantly produced hCD81 has been observed before [27,28]
and was also reported for other members of the tetraspanin family [27].
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Figure 1. The wild-type human CD81 large extracellular loop (hCD81 LEL). (a) Crystal structure of 
hCD81 LEL (PDB 1G8Q). Lemon: helix A; green: helix B; light blue: helix C; teal: helix D; deep blue: 
helix E; orange: native cysteine bridges. The figure was prepared with PyMOL (PyMOL Molecular 
Graphics System, Version 1.3 Schrödinger, LLC); (b) SDS-PAGE of purified hCD81 LEL; (c) Multi-
angle light scattering (MALS) analysis of purified hCD81 LEL. Black dashed line: molar mass; red: 
light scattering detector trace; green: UV detector trace; blue: refractory index detector trace. 

3.2. Design of De Novo Disulfide Bonds and Preliminary Screening of Candidate Mutants for Expression 

By analysis of the hCD81 LEL crystal structure (PDB 1G8Q), 36 mutants that might be stabilized 
by a novel cysteine bond were proposed by the DSDBASE algorithm. As the number of endorsed 
residues is theoretically decisive of the free energy change in respect to the unmutated protein [29], 
the proposed candidate positions for mutagenesis were examined by visual inspection of the crystal 
structure (Figure 2). 

Figure 1. The wild-type human CD81 large extracellular loop (hCD81 LEL). (a) Crystal structure of
hCD81 LEL (PDB 1G8Q). Lemon: helix A; green: helix B; light blue: helix C; teal: helix D; deep blue:
helix E; orange: native cysteine bridges. The figure was prepared with PyMOL (PyMOL Molecular
Graphics System, Version 1.3 Schrödinger, LLC); (b) SDS-PAGE of purified hCD81 LEL; (c) Multi-angle
light scattering (MALS) analysis of purified hCD81 LEL. Black dashed line: molar mass; red: light
scattering detector trace; green: UV detector trace; blue: refractory index detector trace.

3.2. Design of De Novo Disulfide Bonds and Preliminary Screening of Candidate Mutants for Expression

By analysis of the hCD81 LEL crystal structure (PDB 1G8Q), 36 mutants that might be stabilized
by a novel cysteine bond were proposed by the DSDBASE algorithm. As the number of endorsed
residues is theoretically decisive of the free energy change in respect to the unmutated protein [29],
the proposed candidate positions for mutagenesis were examined by visual inspection of the crystal
structure (Figure 2).
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Figure 2. Cartoon diagrams of proposed hCD81 LEL mutants with pairs of amino acids mutated to
cysteine indicated in yellow. Green: protomer A; teal: protomer B. Figure was prepared with PyMOL
(PyMOL Molecular Graphics System, Version 1.3 Schrödinger, LLC).

In five of the proposed mutants, the de novo cysteine bond was placed to connect helices A and B
(Table 1). In two of the mutants, helix A connected with helix C. Another proposed disulfide bond
would connect helices B and E; in one mutant the loop structure N-terminally to helix C would connect
with the start of segment D, and in one mutant almost the entire hCD81 LEL would span between
newly introduced cysteines connecting helices A and E. Finally, in one of the mutants the novel
cysteines, both positioned in segment C, would span a loop of only few residues. All of these mutants
were cloned into a mammalian expression vector and expressed in HEK293-6E at a 2-mL scale. Nine
mutants expressed at a level that was equal or superior to the wild type. One of the mutants (C5,
Leu154Cys/Lys193Cys) was not expressed at all, one (C6, Ala120Cys/Phe198Cys) was expressed
at a level of about 10% of the wild-type protein, and one (C10, Val169Cys/Leu174Cys) formed
a conspicuous dimer; therefore, they were excluded from further analysis. Supernatants containing
mutant proteins were tested for the reactivity with the conformation-reporter antibody M38 [16,30] in
ELISA and their binding was detected with an anti-his-tag reactive antibody (Supplementary Figure S1).
All but one (C8, Leu131Cys/Leu165Cys) of the expressed proteins were detected, indicating that the
pairing of the native cysteines proceeded in a correct way. The exchange of residues Leu131 and Leu165
for cysteines in the non-reactive mutant C8 either disturbed the formation of the native cysteine bonds
or altered the conformation of segment D, the reported epitope for structural-dependent binding of
the M38 antibody [15].
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Table 1. Variants of human CD81 large extracellular loop (hCD81 LEL) designed for stabilization with
de novo cysteine bonds. Indicated are amino acids that were mutated to cysteine, their position and the
measured melting temperature (Tm).

hCD81 LEL Mutated Position 1 Mutated Position 2 Tm (◦C)

Variant Located on Segment Amino Acid Located on Segment Amino Acid

wild type 66.15 ± 0.25
C1 Helix A Ala134 Helix B Ala143 n.d. 1

C2 Helix A Ala130 Helix B Val146 67.35 ± 0.05
C3 Helix A Gln133 Helix B Ala143 82.15 ± 0.05
C4 Helix A Ala134 Helix B Lys144 88.95 ± 0.05
C5 Helix B Leu154 Helix E Lys193 n.d.
C6 Helix A Ala120 Helix E Phe198 n.d.
C7 Helix A Ala130 Helix B Ala143 76.90 ± 0.00
C8 Helix A Leu131 Helix C Leu165 n.d.
C9 Helix A Val135 Helix C Ser168 90.45 ± 0.15

C10 Helix C Val169 Unstructured part of segment C Leu174 n.d.
C11 Loop preceeding helix C Ser160 Start of helix D Asp189 70.25 ± 0.15

1 n.d., not determined.

3.3. Expression and Characterization of the Cysteine-Stabilized Mutants

The candidate stabilization mutants were subsequently expressed in the ExpiCHO expression
system and purified using Ni-NTA affinity chromatography (Supplementary Figure S2). For all eight
investigated mutants, yields similar or superior to the wild type were achieved. Purified proteins
were analyzed with Size Exclusion Chromatography (SEC)-High Pressure Liquid Chromatography
(HPLC) (SEC-HPLC) in native conditions, and with the exception of C1 and C8, all exhibited a sharp
well-resolved peak with elution at a time corresponding to the wild-type hCD81 LEL (Figure 3a).
Thermal unfolding of the hCD81 LEL mutants proceeded in a single transition as assessed with DSC
(Figure 3b).
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(b) DSC profiles of (from bottom to top): wild-type hCD81 LEL, C2, C3, C4, C7, C9, and C11.

The Tm of the wild-type mutant was determined to be at 66.15 ± 0.25 ◦C, with an onset at
51.45 ± 0.75 ◦C and completion at 82.25 ± 0.25 ◦C. Six of eight tested mutants showed an increase
in the Tm, the most stable one being C9 (Val135Cys/Ser168Cys), shifting to a Tm of 90.6 ◦C.
Several mutants that were designed to interconnect helix A and helix B exhibited different levels
of improvement in their thermostability with respect to the wild-type protein, with the most potent C4
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(Ala134Cys/Lys144Cys) reaching a Tm of 88.95± 0.05 ◦C. Interestingly, the strongly stabilized mutants
also showed a significantly improved expression level with respect to the wild-type hCD81 LEL:
an about a three-fold yield was achieved for C4 and C9. No reliable endotherm was recorded for the
mutants Ala134Cys/Ala143Cys and Leu131Cys/Leu165Cys, indicating that the molar heat capacity of
these proteins was decreased in respect to the wild-type molecule. Surprisingly, the novel disulfide
bond in C1 (Ala134Cys/Ala143Cys) is positioned similarly as in most potent stabilizing mutant C4,
but nevertheless resulted in a hCD81 LEL mutant with an aberrant HPLC profile, indicating probably
an undesired structural constraint exerted on the protein fold. Such phenomena could be explained
with use of modeling approaches that do not only depend on rigid body structural parameters but
take into account the dynamics of atomic-level phenomena using molecular dynamics simulation.

The mutant C2 (Ala130Cys/Val146Cys) was improved in the Tm only by 1.2 ◦C compared to
the wild-type hCD81 LEL; however it differed from the wild-type protein and all other stabilized
mutants in that it could refold reversibly when cooled in situ after it had been heated up to 110 ◦C.
For the evaluation of this DSC experiment the endotherm recorded with PBS was used as a baseline
for subtraction instead of that of the denatured protein solution.

A hCD81 LEL mutant with a combination of potently stabilizing novel disulfide bonds
Ala134Cys/Lys144Cys and Val135Cys/Ser168Cys was then produced and tested for its thermostability.
Thermal unfolding was recorded up to 130 ◦C and proceeded in a single event at a Tm of
109.40 ± 0.25 ◦C (Figure 4a), which is 43 ◦C above that of the wild-type hCD81 LEL. This protein
termed C4C9 migrated in SEC in native conditions as a single sharp peak at a time characteristic
for the wild-type protein (Figure 4b). Importantly, the stabilized mutant was able to bind to the
structure-reporter antibody M38 with the same extent as wild-type hCD81 LEL (Figure 4c). The far-UV
CD spectrum for this mutant was examined and found to be identical to the one obtained for wild-type
hCD81 LEL, and was typical of a protein with high α-helix content with two characteristic minima at
208 and 222 nm (Figure 4d), similarly to previously published results [18].
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Figure 4. Characterization of hCD81 LEL_C4C9 mutant (full line) and comparison to wild-type
hCD81 LEL (dashed line) with: (a) DSC, (b) SEC in native conditions (trace of the Bio-Rad molecular
weight marker is indicated with a gray line and peaks correspond to 670, 158, 44, 17 and 1.3 kDa),
(c) reactivity with M38 antibody in ELISA (signal from secondary reagent is indicated with an empty
circle), and (d) far UV-CD.



Pharmaceutics 2018, 10, 138 9 of 14

3.4. Peptide Grafting

First the hydrophobic patch of the unstructured C-terminal part of helix D was chosen for peptide
grafting. The peptide sequence that acts as a ligand specific for hTfr, flanked with a short flexible linker
sequence Ser-Ser-Gly, was inserted between the residues Ser179 and Cys190 (model in Figure 5a) to give
a mutant hCD81 LEL_Tfr1. The resulting protein was purified at 24 mg per L ExpiCHO supernatant
and was found to be monomeric in SEC-HPLC (Figure 5b). Next, the same binding sequence was
grafted at the site usually containing a short hairpin loop (Asp137-Asp139) that connects helix A to helix
B in hCD81 LEL to give the mutant hCD81 LEL_Tfr2. The yield of purified protein amounted to only
3 mg/L ExpiCHO supernatant and SEC analysis revealed a broad peak eluting at a later time point than
wild-type hCD81 LEL, indicating non-specific interaction with the column matrix (Figure 5b). The most
potent variant of mutants designed for a de novo cysteine bond that can interconnect helix A and helix B
was then introduced as a stabilization motif into this peptide-grafted mutant to yield a protein termed
hCD81 LEL_Tfr2_C4 (model in Figure 5a). The expression level of this protein increased to 10.5 mg/L
and the SEC-HPLC profile was now similar to the wild-type protein (Figure 5b). The far-UV CD
spectrum of hCD81 LEL_Tfr2_C4 was identical to the one of wild-type hCD81 LEL and the parental
scaffold protein C4 (Figure 5c). For the unstabilized peptide-engrafted variant hCD81 LEL_Tfr2 only
about 30% ellipticity was observed. Interestingly, the far-UV CD spectrum of hCD81 LEL_Tfr1 showed
13% less negative ellipticity at 222 nm, but a more prominent absorbance band shifted towards lower
wavelengths from the 208-nm minimum, characteristic for spectra of other mutants.
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Figure 5. hCD81 LEL derivatized with anti-hTfr peptide: (a) Cartoon models of hCD81 LEL engrafted
with anti-hTfr peptide (blue) in the D-segment (upper) or in the loop connecting helices A and B (lower).
De novo introduced cysteine residues in hCD81 LEL_Tfr2_C4 are in yellow. Amino acid residues of
the grafted peptide surfaced. Models were prepared with SWISS-MODEL server and figures with
PyMOL (PyMOL Molecular Graphics System, Version 1.3 Schrödinger, LLC). (b) HPLC-SEC profiles of
anti-hTfr peptide-engrafted versions of hCD81 LEL, from bottom to top: molecular weight standards
at 670, 158, 44, 17 and 1.3 kDa (Bio-Rad), wild-type hCD81 LEL, hCD81 LEL_Tfr1, hCD81 LEL_Tfr2
and hCD81 LEL_Tfr2_C4. (c) Far-UV CD of wild-type hCD81 LEL (dashed line), hCD81 LEL C4
(full line), hCD81 LEL_Tfr1 (dotted line), hCD81 LEL_Tfr2 (dash-2 dots line), and hCD81 LEL_Tfr2_C4
(dash-dotted line). hTfr: human transferrin receptor.

3.5. Internalization of hTfr Reactive Peptide-Engrafted Mutants

The cell line SK-BR3 expressing high levels of hTfr [31] (verified by titration with the anti-hTfr
antibody MEM-75 [32], Supplementary Figure S3), was used as a test cell line for internalization
of peptide-engrafted mutants hCD81 LEL_Tfr1, hCD81 LEL_Tfr2, and the hCD81 LEL_Tfr2_C4
variant. First, we determined the hTfr receptor numbers on the cell surface to hCD81 LEL to
be 356,480 ± 6943 copies per cell. Mutants engrafted with hTfr-cognate peptide sequence and
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the corresponding scaffold proteins were allowed to internalize into SK-BR3 cells. The level of
internalization was determined by comparing the mean fluorescence values of the cell sample where
the surface fluorescence was quenched using an anti-Alexafluor488 antibody and a non-quenched
sample. After 12 h, the internalization of the variants engrafted with the hTfr-reactive peptide was
significantly higher than was observed for the wild-type hCD81 LEL and its stabilized variant C4
(Figure 6).Pharmaceutics 2018, 10, x FOR PEER REVIEW  10 of 14 
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4. Discussion

Extracellular domains of tetraspan proteins enriched in the membrane of extracellular vesicles
harbor a potential for specific recognition and directional uptake of these mediators of cellular
communication, which significantly influences cellular processes such as differentiation [33], aging [34],
and cancer (reviewed in [35]). In order to generate functionalized surface of exosomal vesicles (EVs),
we have here engineered CD81 as a model EV marker protein. We have aimed to design mutant proteins
with a stabilized large extracellular loop of hCD81 using molecular modeling approach successfully
applied previously for stability engineering of different proteins [36,37]. Indeed, we successfully
identified stabilizing mutations beneficial to this particular folding unit. Its high expression level,
monodisperse SEC profile, and its dimeric status indicative of correct tertiary structure [38] confirm
its amenability as a standalone protein scaffold. The first site deemed suitable for peptide grafting is
relatively unstructured in the parental molecule and could be engrafted with a 7-amino acid sequence
N- and C-terminally encompassed with Ser-Ser-Gly flexible linker without prior stabilization of the
folding motive. The assumption that this part of the molecule is amenable for mutagenesis was based
on its low level of structural conservation among the members of the tetraspan family and on its
hydrophobic features. As this region contains the binding site of the antibody M38, which reacts with
cell-bound hCD81, we assumed its full accessibility for binding to the target antigen when presented on
the cell surface in a full-length hCD81 context. Nevertheless, modifications of this site might influence
the interaction of CD81 with other tetraspan molecules and the formation of the tetraspan web on the
cell surface [20]. Further, the far-UV CD spectrum of hCD81 LEL_Tfr1 revealed an about 10% decrease
in the ellipticity at 222 nm, which could indicate a partial loss of α-helical structure. The fact that the
absorbance band at 208 nm was shifted towards a lower wavelength and more pronounced in the
respect to the wild type could again originate from the loss of secondary structure, but could also
be a consequence of absorbance of the newly introduced aromatic side chains in the sequence of the
engrafted peptide. Therefore, it was attractive to test another solvent-exposed site for the peptide



Pharmaceutics 2018, 10, 138 11 of 14

graft. We chose the short hairpin loop connecting helices A and B for grafting of the hTfr binding
sequence. The protein modified in this way exhibited a strong interaction with the column matrix
in SEC-HPLC in native conditions and a significantly lower ellipticity in far-UV CD, which could
be a consequence of unfolding of the secondary structure or aggregation of the protein preparation.
The application of such molecules in an in vivo setting is limited as unstructured protein strands
are prone to serum protease-mediated degradation and other undesired effects such as aggregation.
After the introduction of a de novo cysteine bond between helices A and B, the grafted mutant showed
an elution profile as well as a far-UV CD spectrum indistinguishable from the wild-type hCD81 LEL.
We assume that several of the identified stabilizing disulfide bonds could enhance the biophysical
properties of the hCD81 LEL engrafted with a peptide sequence at this position, such as C3 and C7,
both designed to interconnect helices A and B, and C9, connecting helix A with helix C. It would
be very interesting to examine the resulting proteins for their folding and stability and relate their
properties to the extent of stabilization that the proposed mutations confer to the wild-type molecule.
Both peptide-engrafted variants of hCD81 LEL could internalize into the strongly target-positive cell
line SK-BR3 more efficiently than their wild-type scaffold counterparts.

As several disulfide bonds that interconnect topologically different parts of the molecule were
identified, a mutant with two combined de novo disulfide bridges was examined and shown to display
potentiated stability. Such superior versions of the hCD81 LEL are expected to be permissive of
randomization in various regions of the original fold. Particularly unexpected was the discovery of
mutant Ala130Cys/Val146Cys, which exhibited reversible thermal unfolding even when heated up to
110 ◦C. Reversible unfolding of a eukaryotic multispan membrane protein was described before [38]
and its stability in micelles was found to be dependent on the presence of “chemical chaperones”.

Ligand–receptor interactions on the recipient cell surface have been studied extensively in
the biology of uptake of exosomes. Several characteristic membrane exosome proteins, including
CD81, have been shown to participate in the cellular uptake of exosomes as ligand proteins.
Traditionally, endocytosis was believed to be the major pathway for the cellular uptake of ligands,
plasma membrane proteins, and lipids; however, other mechanisms of their efficient cellular
entry have been elucidated [39,40]. While clathrin- or caveolin-mediated endocytosis is of limited
efficiency for particles of 100 nm in size, which is typical for exosomes, larger volumes of liquid
can be taken into the cell by micropinocytosis [41]. The mechanism of uptake may influence tissue
specificity of exosomal ingestion, but the cellular fate is as well dependent on the pathway of
cellular trafficking [42]. When engulfed into macropinosomes that do not fuse with lysosomes,
exosomal contents might be protected from detrimental digestion before their release to the
extracellular fluid by recycling. Therefore it would be extremely interesting to directionally engineer
CD81 to assist the cellular uptake of exosomes through the macropinocytosis pathway, induced by
stimulation of macropinocytosis-related receptors and the oncogenic Ras-protein. We believe that the
engagement of the receptors dedicated to mediate this pathway can be achieved by variants of the
scaffold protein stabilized to sustain perturbations caused by mutagenesis, which can be decisive for
the successful therapeutic application of EVs derivatized in this way.

Supplementary Materials: The following are available online at http://www.mdpi.com/1999-4923/10/3/138/s1,
Figure S1: ELISA testing the reactivity of de novo disulfide bond endowed hCD81 LEL mutants with
structure-reporter antibody M38; Figure S2: SDS-PAGE of purified hCD81 LEL variants with de novo disulfide
bonds; Figure S3: Titration of binding of anti-hTfr antibody MEM-75 to the surface of SK-BR3 cells; Table S1:
Amino acid sequences of hCD81 LEL and peptide-engrafted proteins; Table S2: Oligonucleotides used for the
construction of de novo disulfide bond-stabilized mutants.

Author Contributions: Conceptualization, J.G., F.R., and G.W.K.; Methodology, J.G., F.R., and G.W.K.;
Investigation, S.V., G.S., K.S., F.S., and P.A.; Writing-Original Draft Preparation, G.W.K.; Writing-Review and
Editing, J.G. and F.R.; Visualization, G.W.K.; Supervision, J.G. and F.R.; Project Administration, G.W.K.

Funding: This project has been supported by the Austrian FFG-COMET-Funding Program (grant to F.R.) and
Evercyte GmbH, Vienna, Austria.

http://www.mdpi.com/1999-4923/10/3/138/s1


Pharmaceutics 2018, 10, 138 12 of 14

Acknowledgments: The financial support by the Austrian Federal Ministry for Digital and Economic Affairs and
the National Foundation for Research, Technology and Development is gratefully acknowledged. This project was
supported by EQ-BOKU VIBT GmbH and the BOKU Core Facility for Biomolecular and Cellular Analysis. S.V.
was also supported by the PhD program BioToP (Biomolecular Technology of Proteins) funded by the Austrian
Science Fund (FWF W1224).

Conflicts of Interest: The authors declare no conflict of interest. J.G. is a co-founder and CSO of Evercyte GmbH.
The funding sponsors had no role in the design of the study; in the collection, analyses, or interpretation of data;
in the writing of the manuscript, and in the decision to publish the results. This work is partly covered in patent
application 18189014.6.

References

1. Kalra, H.; Drummen, G.P.; Mathivanan, S. Focus on Extracellular Vesicles: Introducing the Next Small Big
Thing. Int. J. Mol. Sci. 2016, 17, 170. [CrossRef] [PubMed]

2. Iraci, N.; Leonardi, T.; Gessler, F.; Vega, B.; Pluchino, S. Focus on Extracellular Vesicles: Physiological Role
and Signalling Properties of Extracellular Membrane Vesicles. Int. J. Mol. Sci. 2016, 17, 171. [CrossRef]
[PubMed]

3. Luan, X.; Sansanaphongpricha, K.; Myers, I.; Chen, H.; Yuan, H.; Sun, D. Engineering exosomes as refined
biological nanoplatforms for drug delivery. Acta Pharmacol. Sin. 2017, 38, 754–763. [CrossRef] [PubMed]

4. Tian, T.; Zhu, Y.L.; Zhou, Y.Y.; Liang, G.F.; Wang, Y.Y.; Hu, F.H.; Xiao, Z.D. Exosome uptake through
clathrin-mediated endocytosis and macropinocytosis and mediating miR-21 delivery. J. Biol. Chem.
2014, 289, 22258–22267. [CrossRef] [PubMed]

5. El Andaloussi, S.; Lakhal, S.; Mager, I.; Wood, M.J. Exosomes for targeted siRNA delivery across biological
barriers. Adv. Drug Deliv. Rev. 2013, 65, 391–397. [CrossRef] [PubMed]

6. Rubinstein, E.; Le Naour, F.; Lagaudriere-Gesbert, C.; Billard, M.; Conjeaud, H.; Boucheix, C. CD9, CD63,
CD81, and CD82 are components of a surface tetraspan network connected to HLA-DR and VLA integrins.
Eur. J. Immunol. 1996, 26, 2657–2665. [CrossRef] [PubMed]

7. Levy, S.; Shoham, T. Protein-protein interactions in the tetraspanin web. Physiology 2005, 20, 218–224.
[CrossRef] [PubMed]

8. Morelli, A.E.; Larregina, A.T.; Shufesky, W.J.; Sullivan, M.L.; Stolz, D.B.; Papworth, G.D.; Zahorchak, A.F.;
Logar, A.J.; Wang, Z.; Watkins, S.C.; et al. Endocytosis, intracellular sorting, and processing of exosomes by
dendritic cells. Blood 2004, 104, 3257–3266. [CrossRef] [PubMed]

9. Svensson, K.J.; Christianson, H.C.; Wittrup, A.; Bourseau-Guilmain, E.; Lindqvist, E.; Svensson, L.M.;
Morgelin, M.; Belting, M. Exosome uptake depends on ERK1/2-heat shock protein 27 signaling and lipid
Raft-mediated endocytosis negatively regulated by caveolin-1. J. Biol. Chem. 2013, 288, 17713–17724.
[CrossRef] [PubMed]

10. Berditchevski, F.; Odintsova, E. Tetraspanins as regulators of protein trafficking. Traffic 2007, 8, 89–96.
[CrossRef] [PubMed]

11. Escola, J.M.; Kleijmeer, M.J.; Stoorvogel, W.; Griffith, J.M.; Yoshie, O.; Geuze, H.J. Selective enrichment of
tetraspan proteins on the internal vesicles of multivesicular endosomes and on exosomes secreted by human
B-lymphocytes. J. Biol. Chem. 1998, 273, 20121–20127. [CrossRef] [PubMed]

12. Kitadokoro, K.; Galli, G.; Petracca, R.; Falugi, F.; Grandi, G.; Bolognesi, M. Crystallization and preliminary
crystallographic studies on the large extracellular domain of human CD81, a tetraspanin receptor for hepatitis
C virus. Acta Crystallogr. D Biol. Crystallogr. 2001, 57 Pt 1, 156–158. [CrossRef]

13. Kitadokoro, K.; Ponassi, M.; Galli, G.; Petracca, R.; Falugi, F.; Grandi, G.; Bolognesi, M. Subunit association
and conformational flexibility in the head subdomain of human CD81 large extracellular loop. Biol. Chem.
2002, 383, 1447–1452. [CrossRef] [PubMed]

14. Kitadokoro, K.; Bordo, D.; Galli, G.; Petracca, R.; Falugi, F.; Abrignani, S.; Grandi, G.; Bolognesi, M. CD81
extracellular domain 3D structure: Insight into the tetraspanin superfamily structural motifs. EMBO J.
2001, 20, 12–18. [CrossRef] [PubMed]

15. Higginbottom, A.; Quinn, E.R.; Kuo, C.C.; Flint, M.; Wilson, L.H.; Bianchi, E.; Nicosia, A.; Monk, P.N.;
McKeating, J.A.; Levy, S. Identification of amino acid residues in CD81 critical for interaction with hepatitis
C virus envelope glycoprotein E2. J. Virol. 2000, 74, 3642–3649. [CrossRef] [PubMed]

http://dx.doi.org/10.3390/ijms17020170
http://www.ncbi.nlm.nih.gov/pubmed/26861301
http://dx.doi.org/10.3390/ijms17020171
http://www.ncbi.nlm.nih.gov/pubmed/26861302
http://dx.doi.org/10.1038/aps.2017.12
http://www.ncbi.nlm.nih.gov/pubmed/28392567
http://dx.doi.org/10.1074/jbc.M114.588046
http://www.ncbi.nlm.nih.gov/pubmed/24951588
http://dx.doi.org/10.1016/j.addr.2012.08.008
http://www.ncbi.nlm.nih.gov/pubmed/22921840
http://dx.doi.org/10.1002/eji.1830261117
http://www.ncbi.nlm.nih.gov/pubmed/8921952
http://dx.doi.org/10.1152/physiol.00015.2005
http://www.ncbi.nlm.nih.gov/pubmed/16024509
http://dx.doi.org/10.1182/blood-2004-03-0824
http://www.ncbi.nlm.nih.gov/pubmed/15284116
http://dx.doi.org/10.1074/jbc.M112.445403
http://www.ncbi.nlm.nih.gov/pubmed/23653359
http://dx.doi.org/10.1111/j.1600-0854.2006.00515.x
http://www.ncbi.nlm.nih.gov/pubmed/17181773
http://dx.doi.org/10.1074/jbc.273.32.20121
http://www.ncbi.nlm.nih.gov/pubmed/9685355
http://dx.doi.org/10.1107/S0907444900015468
http://dx.doi.org/10.1515/BC.2002.164
http://www.ncbi.nlm.nih.gov/pubmed/12437138
http://dx.doi.org/10.1093/emboj/20.1.12
http://www.ncbi.nlm.nih.gov/pubmed/11226150
http://dx.doi.org/10.1128/JVI.74.8.3642-3649.2000
http://www.ncbi.nlm.nih.gov/pubmed/10729140


Pharmaceutics 2018, 10, 138 13 of 14

16. Imai, T.; Yoshie, O. C33 antigen and M38 antigen recognized by monoclonal antibodies inhibitory to
syncytium formation by human T cell leukemia virus type 1 are both members of the transmembrane 4
superfamily and associate with each other and with CD4 or CD8 in T cells. J. Immunol. 1993, 151, 6470–6481.
[PubMed]

17. Seigneuret, M. Complete predicted three-dimensional structure of the facilitator transmembrane protein and
hepatitis C virus receptor CD81: Conserved and variable structural domains in the tetraspanin superfamily.
Biophys. J. 2006, 90, 212–227. [CrossRef] [PubMed]

18. Rajesh, S.; Sridhar, P.; Tews, B.A.; Feneant, L.; Cocquerel, L.; Ward, D.G.; Berditchevski, F.; Overduin, M.
Structural basis of ligand interactions of the large extracellular domain of tetraspanin CD81. J. Virol.
2012, 86, 9606–9616. [CrossRef] [PubMed]

19. Seigneuret, M.; Delaguillaumie, A.; Lagaudriere-Gesbert, C.; Conjeaud, H. Structure of the tetraspanin main
extracellular domain. A partially conserved fold with a structurally variable domain insertion. J. Biol. Chem.
2001, 276, 40055–40064. [CrossRef] [PubMed]

20. Homsi, Y.; Schloetel, J.G.; Scheffer, K.D.; Schmidt, T.H.; Destainville, N.; Florin, L.; Lang, T. The extracellular
delta-domain is essential for the formation of CD81 tetraspanin webs. Biophys. J. 2014, 107, 100–113.
[CrossRef] [PubMed]

21. Schmidt, T.H.; Homsi, Y.; Lang, T. Oligomerization of the Tetraspanin CD81 via the Flexibility of Its
delta-Loop. Biophys. J. 2016, 110, 2463–2474. [CrossRef] [PubMed]

22. Homsi, Y.; Lang, T. The specificity of homomeric clustering of CD81 is mediated by its delta-loop. FEBS Open
Bio 2017, 7, 274–283. [CrossRef] [PubMed]

23. Lee, J.H.; Engler, J.A.; Collawn, J.F.; Moore, B.A. Receptor mediated uptake of peptides that bind the human
transferrin receptor. Eur. J. Biochem. 2001, 268, 2004–2012. [CrossRef] [PubMed]

24. Sowdhamini, R.; Srinivasan, N.; Shoichet, B.; Santi, D.V.; Ramakrishnan, C.; Balaram, P. Stereochemical
modeling of disulfide bridges. Criteria for introduction into proteins by site-directed mutagenesis.
Protein Eng. 1989, 3, 95–103. [CrossRef] [PubMed]

25. Biasini, M.; Bienert, S.; Waterhouse, A.; Arnold, K.; Studer, G.; Schmidt, T.; Kiefer, F.; Gallo Cassarino, T.;
Bertoni, M.; Bordoli, L.; et al. SWISS-MODEL: Modelling protein tertiary and quaternary structure using
evolutionary information. Nucleic Acids Res. 2014, 42, W252–W258. [CrossRef] [PubMed]

26. Bienert, S.; Waterhouse, A.; de Beer, T.A.; Tauriello, G.; Studer, G.; Bordoli, L.; Schwede, T. The SWISS-MODEL
Repository-new features and functionality. Nucleic Acids Res. 2017, 45, D313–D319. [CrossRef] [PubMed]

27. Andre, M.; Le Caer, J.P.; Greco, C.; Planchon, S.; El Nemer, W.; Boucheix, C.; Rubinstein, E.; Chamot-Rooke, J.;
Le Naour, F. Proteomic analysis of the tetraspanin web using LC-ESI-MS/MS and MALDI-FTICR-MS.
Proteomics 2006, 6, 1437–1449. [CrossRef] [PubMed]

28. Takayama, H.; Chelikani, P.; Reeves, P.J.; Zhang, S.; Khorana, H.G. High-level expression, single-step
immunoaffinity purification and characterization of human tetraspanin membrane protein CD81. PLoS ONE
2008, 3, e2314. [CrossRef] [PubMed]

29. Schellman, J.A. The stability of hydrogen-bonded peptide structures in aqueous solution. C. R. Trav. Lab.
Carlsberg Chim. 1955, 29, 230–259. [PubMed]

30. Oren, R.; Takahashi, S.; Doss, C.; Levy, R.; Levy, S. TAPA-1, the target of an antiproliferative antibody, defines
a new family of transmembrane proteins. Mol. Cell. Biol. 1990, 10, 4007–4015. [CrossRef] [PubMed]

31. Kawamoto, M.; Horibe, T.; Kohno, M.; Kawakami, K. A novel transferrin receptor-targeted hybrid peptide
disintegrates cancer cell membrane to induce rapid killing of cancer cells. BMC Cancer 2011, 11, 359.
[CrossRef] [PubMed]

32. Horejsi, V.; Angelisova, P.; Bazil, V.; Kristofova, H.; Stoyanov, S.; Stefanova, I.; Hausner, P.; Vosecky, M.;
Hilgert, I. Monoclonal antibodies against human leucocyte antigens. II. Antibodies against CD45 (T200), CD3
(T3), CD43, CD10 (CALLA), transferrin receptor (T9), a novel broadly expressed 18-kDa antigen (MEM-43)
and a novel antigen of restricted expression (MEM-74). Folia Biol. 1988, 34, 23–34.

33. Weilner, S.; Schraml, E.; Wieser, M.; Messner, P.; Schneider, K.; Wassermann, K.; Micutkova, L.;
Fortschegger, K.; Maier, A.B.; Westendorp, R.; et al. Secreted microvesicular miR-31 inhibits osteogenic
differentiation of mesenchymal stem cells. Aging Cell 2016, 15, 744–754. [CrossRef] [PubMed]

34. Terlecki-Zaniewicz, L.; Lammermann, I.; Latreille, J.; Bobbili, M.R.; Pils, V.; Schosserer, M.; Weinmullner, R.;
Dellago, H.; Skalicky, S.; Pum, D.; et al. Small extracellular vesicles and their miRNA cargo are anti-apoptotic
members of the senescence-associated secretory phenotype. Aging 2018, 10, 1103. [CrossRef] [PubMed]

http://www.ncbi.nlm.nih.gov/pubmed/8245480
http://dx.doi.org/10.1529/biophysj.105.069666
http://www.ncbi.nlm.nih.gov/pubmed/16352525
http://dx.doi.org/10.1128/JVI.00559-12
http://www.ncbi.nlm.nih.gov/pubmed/22740401
http://dx.doi.org/10.1074/jbc.M105557200
http://www.ncbi.nlm.nih.gov/pubmed/11483611
http://dx.doi.org/10.1016/j.bpj.2014.05.028
http://www.ncbi.nlm.nih.gov/pubmed/24988345
http://dx.doi.org/10.1016/j.bpj.2016.05.003
http://www.ncbi.nlm.nih.gov/pubmed/27276264
http://dx.doi.org/10.1002/2211-5463.12187
http://www.ncbi.nlm.nih.gov/pubmed/28174692
http://dx.doi.org/10.1046/j.1432-1327.2001.02073.x
http://www.ncbi.nlm.nih.gov/pubmed/11277922
http://dx.doi.org/10.1093/protein/3.2.95
http://www.ncbi.nlm.nih.gov/pubmed/2594728
http://dx.doi.org/10.1093/nar/gku340
http://www.ncbi.nlm.nih.gov/pubmed/24782522
http://dx.doi.org/10.1093/nar/gkw1132
http://www.ncbi.nlm.nih.gov/pubmed/27899672
http://dx.doi.org/10.1002/pmic.200500180
http://www.ncbi.nlm.nih.gov/pubmed/16404722
http://dx.doi.org/10.1371/journal.pone.0002314
http://www.ncbi.nlm.nih.gov/pubmed/18523555
http://www.ncbi.nlm.nih.gov/pubmed/13305131
http://dx.doi.org/10.1128/MCB.10.8.4007
http://www.ncbi.nlm.nih.gov/pubmed/1695320
http://dx.doi.org/10.1186/1471-2407-11-359
http://www.ncbi.nlm.nih.gov/pubmed/21849092
http://dx.doi.org/10.1111/acel.12484
http://www.ncbi.nlm.nih.gov/pubmed/27146333
http://dx.doi.org/10.18632/aging.101452
http://www.ncbi.nlm.nih.gov/pubmed/29779019


Pharmaceutics 2018, 10, 138 14 of 14

35. Xu, R.; Rai, A.; Chen, M.; Suwakulsiri, W.; Greening, D.W.; Simpson, R.J. Extracellular vesicles in
cancer—Implications for future improvements in cancer care. Nat. Rev. Clin. Oncol. 2018. [CrossRef]
[PubMed]

36. Wozniak-Knopp, G.; Stadlmann, J.; Ruker, F. Stabilisation of the Fc fragment of human IgG1 by engineered
intradomain disulfide bonds. PLoS ONE 2012, 7, e30083. [CrossRef] [PubMed]

37. Li, G.; Fang, X.; Su, F.; Chen, Y.; Xu, L.; Yan, Y. Enhancing the Thermostability of Rhizomucor miehei Lipase
with a Limited Screening Library by Rational-Design Point Mutations and Disulfide Bonds. Appl. Environ.
Microbiol. 2018, 84. [CrossRef] [PubMed]

38. Schlebach, J.P.; Peng, D.; Kroncke, B.M.; Mittendorf, K.F.; Narayan, M.; Carter, B.D.; Sanders, C.R.
Reversible folding of human peripheral myelin protein 22, a tetraspan membrane protein. Biochemistry
2013, 52, 3229–3241. [CrossRef] [PubMed]

39. Swanson, J.A. Shaping cups into phagosomes and macropinosomes. Nat. Rev. Mol. Cell Biol. 2008, 9, 639–649.
[CrossRef] [PubMed]

40. Donaldson, J.G.; Porat-Shliom, N.; Cohen, L.A. Clathrin-independent endocytosis: A unique platform for
cell signaling and PM remodeling. Cell. Signal. 2009, 21, 1–6. [CrossRef] [PubMed]

41. Conner, S.D.; Schmid, S.L. Regulated portals of entry into the cell. Nature 2003, 422, 37–44. [CrossRef]
[PubMed]

42. Nakase, I.; Kobayashi, N.B.; Takatani-Nakase, T.; Yoshida, T. Active macropinocytosis induction by
stimulation of epidermal growth factor receptor and oncogenic Ras expression potentiates cellular uptake
efficacy of exosomes. Sci. Rep. 2015, 5, 10300. [CrossRef] [PubMed]

© 2018 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1038/s41571-018-0036-9
http://www.ncbi.nlm.nih.gov/pubmed/29795272
http://dx.doi.org/10.1371/journal.pone.0030083
http://www.ncbi.nlm.nih.gov/pubmed/22272277
http://dx.doi.org/10.1128/AEM.02129-17
http://www.ncbi.nlm.nih.gov/pubmed/29101200
http://dx.doi.org/10.1021/bi301635f
http://www.ncbi.nlm.nih.gov/pubmed/23639031
http://dx.doi.org/10.1038/nrm2447
http://www.ncbi.nlm.nih.gov/pubmed/18612320
http://dx.doi.org/10.1016/j.cellsig.2008.06.020
http://www.ncbi.nlm.nih.gov/pubmed/18647649
http://dx.doi.org/10.1038/nature01451
http://www.ncbi.nlm.nih.gov/pubmed/12621426
http://dx.doi.org/10.1038/srep10300
http://www.ncbi.nlm.nih.gov/pubmed/26036864
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Molecular Modeling 
	Production of Recombinant Proteins 
	Biophysical Characterization of the Human CD81 Large Extracellular Loop (hCD81 LEL) Mutants 
	SDS-PAGE 
	Size Exclusion Chromatography (SEC)-High Press ure Liquid Chromatography (HPLC) and Multi-Angle Light Scattering (MALS) 
	Differential Scanning Chromatography (DSC) 
	Circular Dichroism (CD) Spectroscopy 

	ELISA to Detect the Reactivity with M38 Antibody 
	Flow Cytometry 
	Receptor-Mediated Internalization into the Target Cell Line 

	Results 
	Expression and Purification of the Wild-Type Protein 
	Design of De Novo Disulfide Bonds and Preliminary Screening of Candidate Mutants for Expression 
	Expression and Characterization of the Cysteine-Stabilized Mutants 
	Peptide Grafting 
	Internalization of hTfr Reactive Peptide-Engrafted Mutants 

	Discussion 
	References

