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Abstract

Background: Overexpression of CD20 protein on the surface of B cells in lymphoma can be targeted by several anti-CD20 molecules.
The development of accessible interactive epitopes is more favorable than the full-length transmembrane CD20 in the affinity as-
sessment of anti-CD20 monoclonal antibodies (mAbs).
Methods: The sequence of these epitopes was extracted, and the effects of different linker peptides and the location of histidine
(His)-tag were computationally analyzed. The impact of thioredoxin (Trx)-tag on the folding of the selected construct and its interac-
tion with rituximab was further investigated. The two final expression cassettes were expressed in Escherichia coli after optimization
of culture conditions for incubation temperature, post-induction time, optical density at the induction time, and concentration of
the inducer. ELISA evaluated the binding affinity of rituximab towards the recombinant proteins.
Results: By homology modeling studies, C-terminal His-tagged structures represented more desirable folded structures. Valida-
tion of the models revealed that CD20 extracellular domain linked by the G4S polypeptide had better stereochemical quality and
structural compatibility. It was selected due to its more effective interaction with rituximab showing the highest dissociation con-
stant of 5.8E-09M, which improved after the fusion of Trx-tag (7.1E-10M). The most influential parameters in the expression of the
two selected proteins were post-induction temperature and optical density at the induction time. Homemade ELISA assays revealed
a slightly higher affinity of rituximab towards the Trx-CD20 protein than the CD20/G4S molecule.
Conclusions: Experimental in vitro studies confirmed the computationally calculated affinity of rituximab towards the two de-
signed CD20 constructs. Also, the cell-based binding assessment of anti-CD20 mAbs could be substituted by the engineered extra-
cellular domain of human CD20 protein.
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1. Background

Lymphoma is a type of cancer in which malignant B,
T, and natural killer cells are developed in the lymphatic
system. Non-Hodgkin lymphoma (NHL) is one of the most
common types of cancer in both males and females (1).
B-cell lymphomas account for more than 85% of NHLs in
the US, with overexpression of CD20 molecules on the B-
cell surface (2). Chemotherapy alone or combined with ra-
diotherapy is traditionally used to treat NHL (3). However,
due to the non-specific nature of these treatment strate-
gies, targeted antibody-based immunotherapies have sig-
nificantly improved the clinical responses (4-7). Several B-
cell surface markers such as CD19, CD20, CD22, CD23, CD37,

and CD52 have been used for lymphoma treatment, among
which CD20 is the most significant target due to its role
in B-cell development (6, 8, 9) and high expression level (>
80%) (10).

Human CD20, encoded by the MS4A gene family (11),
is a non-glycosylated hydrophobic phosphor-protein with
a molecular weight of 35 to 37 kDa (12). It has been char-
acterized by four transmembrane domains, intracytoplas-
mic N and C termini, and a short 40 amino acid extra-
cellular domain (ECD) which exists as a disulfide-bonded
loop-like structure (13). CD20 does not detach from the ex-
pressing cells and therefore is a desirable biomarker for
immunotherapies (12, 14). During the last decades, several
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anti-CD20 monoclonal antibodies (mAbs) have been devel-
oped to recognize different extracellular epitopes. Ritux-
imab, as the first chimeric anti-hCD20, was approved by
the FDA (15) as a single medicine for the management of re-
lapsed or refractory low-grade B-cell NHLs (16) or in combi-
nation with chemotherapy (17). The second and third gen-
erations of anti-CD20 mAbs like ofatumumab, veltuzumab,
ocrelizumab, AME-133v, PRO131921, and GA101 are human-
ized and engineered to reduce the immunogenicity (18).

The binding of the Fab moiety of these antibodies to
the CD20 molecule is the primary action of their function,
which can be assessed through cell-based or non-cell-based
platforms. Although the former is usually preferred due
to the physiological relevance, the latter can be acceptable
when the development of a precise and sensitive cell-based
assay is challenging due to the unavailability of an appro-
priate cell line, high cost of the applied FACS technique,
lack of desirable sensitivity and precision or possible in-
terfering reagents within the test medium. In the case of
non-cell-based CD20 ELISA assays, commercial availability
of the antigen and accessibility of its epitopes is an essen-
tial issue in assessing the biological activity of anti-CD20
mAbs.

Different approaches have been developed to produce
CD20 derivatives in which several expression systems, in-
cluding bacterial, yeast, insect, plant, and mammalian
cells, are used (19, 20). According to the literature, alter-
native CD20 designations, including its reactive epitopes
fused to the common tags, are more favorable than its full-
length transmembrane CD20 molecule. Although the fu-
sion tags theoretically can enhance protein expression and
facilitate the purification procedure, their effect on the sta-
bility and solubility of the protein is controversial (19, 21-
23). Thioredoxin (Trx), a 12.9 kDa non-glycosylated polypep-
tide, contains 119 amino acids. This protein is essential
for maintaining the highly reduced environment of bac-
terial cytosol, which results in proper folding and activ-
ity of the protein (24). Histidine (His)-tag, a small pep-
tide of six amino acids, is generally used to accelerate pro-
tein purification through Ni-based affinity chromatogra-
phy approaches. Although Escherichia coli has been con-
sidered a desirable host cell for the production of recom-
binant proteins, the effects of other interactive variables
such as culture conditions (incubation temperature and
post-induction incubation time), the concentration of the
inducer, and medium type have been repeatedly reported
on the yield of protein expression.

Design of experiments (DOE) is a statistical methodol-
ogy for identifying significant factors and possible interac-
tions between them to predict the actual optimum condi-
tions through a reduced number of experiments (25). The
response surface methodology is an applicable statistical

method to screen several potential variables affecting the
expression of recombinant proteins, which will model and
evaluate the effects through multivariable equations.

2. Objectives

This study evaluated the culture conditions using the
RSM-Box Behnken design to improve the expression level
of designed CD20 proteins in the E. coli (DE3) strain. The
effect of frequently used tags in the expression of recom-
binant CD20 molecule (Trx and His tags) was also inves-
tigated on the immunoreactivity of rituximab through
bioinformatics studies, followed by in vitro binding assays.

3. Methods

3.1. Design of CD20 Constructs

The reported discontinuous extracellular regions (ECL1
and ECL2) of the CD20 protein were selected from the hu-
man CD20 amino acid sequence (UniProt: P11836). For link-
ing these regions, different approaches were taken. The
first approach selected a linker with a theoretically ran-
dom coil structure of ASPAAPAPA peptide sequence (PAS
motif) in 20, 40, 60, and 80 amino acid lengths. The sec-
ond approach used the common (G4S)3 linker to join CD20-
selected extracellular regions. For ease of purification, the
addition of His-tag (His8) at the N and C terminal end of
the constructs was also investigated. After bioinformatics
analysis, to examine the effect of tagging on the function
of recombinant protein, thioredoxin (TrxA) amino acid se-
quence (109 aa) was extracted from UniProt (Accession No.
P0AA25) and placed at the N-terminal region of the se-
lected expression cassette.

3.2. Homology Modeling and Refinements

Homology modeling of the expression cassettes was
performed with I-TASSER (Iterative Threading ASSEmbly Re-
finement). This web server predicts the protein structure
using a hierarchical approach (26). The models were se-
lected based on root mean square deviation (RMSD), TM,
and C-scores. The RMSD is a standard measurement of the
structural similarity of the proteins to the native struc-
tures where lower RMSD values show less deviation of the
modeled protein compared to the native structures. The
TM-score is a suggested scale to measure the similarity of
the two structures ranging from 0 to 1, where 1 provides
a complete matching of the two structures. The C-score is
a confidence score for estimating the quality of predicted
models within the range of [-5, 2], where higher values
characterize a highly assured model.
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The stereochemical properties of the predicted models
were analyzed by Ramachandran plot on the PROCHECK
server (27). The compatibility of 1 and 3D structures was
measured by the Verify3D server (28). The ERRAT server was
applied for calculating non-bond atomic interactions (29).
The MolProbity webserver was used to compare the quality
of the models with crystallography and NMR protein struc-
tures (30).

3.3. Physicochemical Analysis

The physicochemical properties of the designed pro-
teins were calculated by the ProtParam tool on ExPASy
(31), in which the half-life of the subject protein was esti-
mated in three different expression systems (mammalian,
yeast, and E. coli cells) based on the N-end rule according
to the N-terminal residual identity (32). In brief, it relates
the in vivo half-life of the target protein to the identity
of its N-terminal amino acid residue when the N-terminal
pattern of a ubiquitin fused reporter protein such as β-
galactosidase is selected as the reference molecule for in
vivo studies. The ProtParam instability index indicates in
vivo stability of the proteins, and values greater than 40
specify the unstable proteins. The grand average of hydro-
pathicity (GRAVY) index shows the hydrophobicity prop-
erty of the protein in which positive and negative values
represent hydrophobic and hydrophilic properties. The
Protein-Sol web tool computed the protein solubility by
comparing the target protein with the average soluble E.
coli proteins available in experimental solubility datasets.
Values greater than 0.45 show solubility higher than E. coli-
deposited soluble proteins (33).

3.4. Molecular Docking

To understand the possible interaction of designed
CD20 molecules and rituximab (PDB ID: 6VJA), the anti-
CD20 mAb, molecular docking was performed by Clus-
Pro server (34), which can effectively dock protein-protein
complexes using knowledge-based algorithms. The Lig-
Plot+ program was used to analyze the docking results (35).
The tertiary structures of the complexes were visualized
in the PyMOL system (pymol.org). The PRODIGY (PROtein
binDIng enerGY) webserver was used to predict binding
affinities (free energy of binding (∆G) and dissociation
constant (KD)) of the given complexes.

3.5. Molecular Dynamics Simulations

Molecular dynamics (MD) simulations were done by
the GROMACS package (v. 2021) to study the stability
and conformational changes of protein complexes under

physicochemical conditions (36). All-atom optimized po-
tentials for liquid simulations (OPLS-AA) force field was se-
lected for simulation. The cubic simulation box was gener-
ated with a 1 nm distance from the protein edges and filled
with a simple point charge (SPC) water model. The steep-
descent algorithm evaluated the system energy minimiza-
tion with a threshold of 10 kJ/mol/nm in 500,000 steps. For
thermal equilibration of the system, constant number of
particles, volume, and temperature (NVT) was conducted
by Verlet algorithm for 100 ps. The temperature-stabilized
system was stabilized for pressure using constant number
of particles, pressure, and temperature (NPT) in the case
of a constant number of particles, pressure, and temper-
ature. The MD simulations were performed for 100 ns with
2 fs time intervals, followed by stability analysis of com-
plexes by the RMSD. The compactness and stability of com-
plexes were evaluated by the radius of gyration (Rg). The
number of hydrogen bonds, the solvent-accessible surface
area (SASA) of the binding sites, and the fluctuation of each
amino acid during simulation were also investigated.

3.6. Protein Expression

The final selected expression cassettes were subcloned
under the control of the T7 promoter within pET24a and
pET28a. The recombinant vectors were transformed into E.
coli BL21 (DE3) strain (Novagen, USA) and inoculated into
5 mL LB broth medium supplemented with appropriate
selection antibiotics on a shaker incubator at 37°C till the
optical density at 600 nm reached 0.4. Protein expres-
sion was induced using 0.5 mM IPTG as the inducer. The
tubes were incubated at 37°C for a further 4 h. The bac-
terial pellet was collected and run on 12% SDS-PAGE. The
identity of the expressed proteins was confirmed using
western blotting by the anti-His antibody. In brief, bac-
terial proteins were transferred to nitrocellulose mem-
brane (GE Healthcare, USA) using a semi-dry blotting sys-
tem (Bio-RAD, USA). The membrane was blocked in 3% (w/v)
skim milk in phosphate-buffered saline (PBS) overnight
(o/n) at 4°C. Horseradish peroxidase (HRP) conjugated
anti-His antibody (Sina Biotech, Iran) was added to the
membrane at a 1: 750 dilution rate and incubated for 2 h
at room temperature (RT). After washing the membrane
with PBS supplemented with 0.1% Tween-20 (five times),
3,3’-diaminobenzidine (DAB) substrate was added to the
membrane to observe the desired protein bands.

In another western blotting experiment, Zytux (ritux-
imab, Aryogen Pharmed, Iran) (400 µg/mL) was used as
the first antibody for 2 h (RT). After the washing step (five
times), the membrane was treated with 1: 10000 dilu-
tion of HRP-conjugated rabbit anti-human IgG (Invitrogen,
USA) for 1 h (RT), and DAB substrate was used for visualiza-
tion of the CD20 protein bands.
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3.7. Experimental Design and Optimization of Protein Expres-
sion

After preliminary optimization work on protein ex-
pression based on different post-induction times (4, 8, 12,
and 24 h) and types of culture medium (LB and TB), the
best conditions for the highest expression level of the two
recombinant proteins were selected through densitome-
try analysis of the expressed recombinant protein within
the whole bacterial lysate on SDS-PAGE using Image J ana-
lyzer (National Institute of Health, USA). Experimental de-
signs were conducted based on response surface method-
ology (RSM) to further optimize protein expression levels.
The effects of three independent factors, including post-
induction temperature, optical density at induction time,
and IPTG concentration, were analyzed on the expression
level of the two CD20 derivative proteins using the Box-
Behnken design (Design Expert v.10.0.7.0, USA). Fifteen ex-
periments were designed for each protein, including three
replicates at the central point (Appendix 1).

Multiple correlation coefficient (R2) and adjusted co-
efficient (Adj-R2) were indicators of quadratic polynomial
equation fitness. Contour and three-dimensional surface
plots were used for the visualization of possible interac-
tions.

3.8. Purification of Recombinant CD20 Proteins

Large-scale protein expression (500 mL) was per-
formed under optimized conditions. The bacterial pellet
was resuspended in lysis buffer (50 mM NaH2PO4, 300 mM
NaCl, 10 mM imidazole; pH 8.0) and sonicated by 18 pulses
(30 s sonication with the same intervals at 25% amplitude).
After centrifugation at 10,000 rpm for 10 min at 4°C, the
pellet and supernatant samples were separately analyzed
on 12% SDS-PAGE.

Inclusion bodies were washed twice with IB washing
buffer (200 mM NaCl, 1 mM EDTA, 0.5 M urea, 1% triton
X100; pH 7.0), followed by PBS alone. The suspension was
centrifuged at 10,000 rpm for 30 min at 4°C, and the pellet
was resuspended in binding buffer (50 mM NaH2PO4, 500
mM NaCl, 10 mM imidazole, 8 M urea; pH 8.0) and injected
into the equilibrated Ni-NTA column (ABT, Spain) under 1
mL/min flow rate in the Bio-Rad FPLC system. The column
was washed with washing buffer I (50 mM NaH2PO4, 300
mM NaCl, 40 mM imidazole, 8 M urea; pH 8.0) (20 CV), fol-
lowed by 10 CV of washing buffer II (50 mM NaH2PO4, 300
mM NaCl, 60 mM imidazole, 8 M urea; pH 8.0). Histidine-
tagged proteins were eluted from the column using the
elution buffer (50 mM NaH2PO4, 300 mM NaCl, 250 mM im-
idazole, 8 M urea; pH 8.0). Eluted protein samples were di-
alyzed against 20 mM phosphate buffer (pH 7.2), and the
concentration was measured using Nanodrop at 280 nm.

3.9. Affinity Measurement of Zytux/r-CD20 Molecules

Beatty et al.’s affinity measurement was performed to
evaluate the effect of attached peptide tags on the affinity
of Zytux towards recombinant truncated CD20 molecules
(37). The purified recombinant proteins were diluted in
carbonate bicarbonate buffer to a final concentration of 2.5
and 5 µg/mL and coated in 96-well ELISA plates (Jet Biofil)
overnight at 4°C. After washing the plate with PBS (pH
7.2), the wells were blocked by PBS containing 1% bovine
serum albumin (BSA) for 2 h (RT). Serially diluted Zytux
(400 µg/mL to zero) was used as the first antibody for 1
h (RT). After washing with PBS supplemented with 0.05%
Tween-20 (T-PBS), 1:10,000 dilution of HRP-conjugated rab-
bit anti-human IgG (Sigma, USA) was added to each well
and incubated for 1 h (RT). After the washing step with T-PBS
buffer, 3,3’,5,5’-tetramethylbenzidine (TMB) substrate was
added to each well, and the reaction was stopped using 2N
H2SO4. The optical densities were measured at 450 nm us-
ing an ELISA reader (BIOHIT, Finland), and the affinity con-
stant (Kaff) was calculated using the equations:

(1)
Ag

Ag’
= n

And

(2)Kaff =
n− 1

2 (n (ab’)− (ab))

where Ag and Ag’ were set as 5 and 2.5 µg/mL of CD20
proteins and Ab and Ab’ represented the EC50 concentra-
tions of the first antibody, Zytux, for the above-mentioned
antigen concentrations.

3.10. Cell-based ELISA Assay

CD20-positive Raji cells (Pasteur Institute of Iran) were
cultured in RPMI medium supplemented with 10% FBS (48
h at 37°C). The cells were washed with PBS, and 10,000
cells/well were plated in 96-well-bottomed microtiter
plates. The cells were sedimented by centrifugation at 1100
rpm for 5 min and fixed with 3.7% paraformaldehyde buffer
for 20 min, followed by careful removal of the buffer (RT).
The wells were blocked with 2% BSA in PBS buffer for 20 min
(RT). The wells were treated with Zytux (anti-CD20) and Ary-
oTrust (Anti-HER2; Aryogen Pharmed, Iran) mAbs at differ-
ent concentrations (50 - 400µg/mL) (2 h RT). The wells were
washed with washing buffer (PBS, 0.1% Tween-20). The sec-
ondary antibody (HRP-conjugated rabbit anti-human IgG;
1: 10000 dilution) (Sigma, USA) was added to the wells for
one hour at RT. After washing three times, TMB substrate
was added. The reaction was stopped by 2N H2SO4, and the
optical absorbance was read at 450 nm.
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3.11. Statistical Analysis

Data were analyzed using Prism (GraphPad software).
The effect of selected variables on protein expression level
was assessed by ANOVA at P values < 0.05 as significant.
ELISA tests were performed in triplicate, and the results
were expressed as means ± standard error of the means.
Significant differences were analyzed using Student’s t-test
or One-way ANOVA.

4. Results

4.1. Design of Expression Cassettes

Different CD20 expression cassettes compromising the
two mentioned linkers and His-tag (His8) at the N or C-
terminal region of the cassette were designed (Figure 1).
The tertiary structures predicted by I-TASSER revealed that
CD20 constructs having the C-terminal His-tag had better
folding (Figure 2), which were selected for further bioin-
formatics analysis. Increased length of the PAS linker re-
sulted in inappropriate folding of the protein, particularly
in the case of the PAS linker with 80 amino acids, which had
the worst tertiary structure than the rest molecules. In-
terestingly, the structural alignment of the designed con-
structs revealed that CD20 ECL1 and ECL2 regions linked
with the G4S linker had similar folding compared to the
original CD20 protein, while other designed constructs did
not match (Appendix 2).

4.2. Model Validation

ProSA calculated the overall quality of the selected
models based on the Z-scores. The obtained Z-score val-
ues revealed that all models had been located within the
range of protein structures, and their structures were ex-
perimentally identified by X-ray and NMR (Appendix 3). Ra-
machandran plot by PROCHECK assessed the stereochem-
ical quality of selected models. The results indicated that
the G4S-linked CD20 expression cassette had the best stere-
ochemical quality value, as more than 90% of the amino
acid residues were located within the most favored region,
and no amino acid residue was detected in the disallowed
region (Appendix 3).

Verify3D evaluated the compatibility of a 3D protein
model/profile based on the local environment of each
amino acid residue according to the buried area of each
residue, the fraction of the side-chain area covered by po-
lar atoms, and the local secondary structures. Values above
80% show good agreement between 1D and 3D protein
structures. Although CD20 cassettes having 40 or 60 PAS
amino acid linkers showed good accordance with 1 and 3D
structures, the G4S linker showed a value of around 36.6%,
representing less structural compatibility which may be

due to the very small size of this protein. This linker is
more flexible than PAS polypeptides and has no charac-
terized structure. The ERRAT value computes the non-
bonded atomic interactions of protein structure, and its
values greater than 50% indicate the reliability of the pro-
tein structure. The calculated values of all designed con-
structs were over 50% showing the high reliability of the
models. The MolProbity score is a log-weighted combina-
tion of clash score, percentage of bad-chain rotamers, and
Ramachandran valuations into a single number reflecting
expected X-ray crystallographic resolution. All predicted
models had MolProbity scores higher than 66%, indicating
the appropriate quality of the models. The best MolProbity
score belonged to the CD20/G4S protein (100%).

4.3. Molecular Modeling and Docking of Rituximab at CD20 Pro-
teins

To investigate putative interactions between ritux-
imab and CD20-designed constructs, we performed dock-
ing by the ClusPro webserver. The results revealed that
CD20/G4S construct could interact more effectively with
the amino acid residues within the CDR regions of ritux-
imab (Figure 3 and Table 1). Affinity anticipation with the
PRODIGY webserver demonstrated that CD20/G4S cassette
had a dissociation constant of 5.80E-09M, one of the high-
est affinity values among designed constructs. Due to the
higher amino acid interactions of the CD20/G4S cassette
and its high affinity towards rituximab, this construct was
nominated for further experimental analysis.

4.4. Thioredoxin Tagging of CD20/G4S

The tertiary structure of the Trx-tagged CD20 cassette
(Trx-CD20/G4S) (Figure 4A) was predicted by the I-TASSER
webserver (Figure 4B) in which the correct folding of the
protein and high quality of the model (ProSA Z-score of
4.27) were comparable with experimentally identified X-
ray and NMR protein structures (Appendix 4). Also, more
than 90% of the amino acid residues of this model were
located in the most favored regions indicating the accept-
able stereochemical quality of the proposed model. A
molecular docking study of the Trx-CD20/G4S cassette in
comparison with the untagged CD20 protein (CD20/G4S)
discovered a more effective interaction of rituximab with
ECL1 and ECL2 regions (affinity of 7.10E-10 vs. 5.80E-09M)
(Tables 2 and 1, respectively).

4.5. Physiochemical Properties of Thioredoxin-CD20 Molecule

Similar half-lives were observed for Trx-tagged and
CD20/G4S molecules in mammalian, yeast, and E. coli ex-
pression systems (Appendix 5). The computed negative
GRAVY values reflected the hydrophilic nature of tested
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Figure 1. The designed expression cassettes using PAS or G4S linkers connecting CD20-ECL1 and CD20-ECL2 regions. A - H, Expression cassettes possessing 20, 40, and 60 PAS
amino acid polypeptide linkers with N- or C-terminal histidine (His)-tag, respectively. I and J, Expression cassettes with (G4S)3 linkers possessing N- or C-terminal His-tag,
respectively.

proteins. The observed solubility scores (> 0.5) indicated
the water solubility of these proteins. The instability in-
dex below 40 showed higher stability of Trx-CD20 than
CD20/G4S, which was reconfirmed by its higher aliphatic
index.

4.6. Molecular Dynamics simulation

The stability of the two final CD20 proteins was as-
sessed over time by molecular dynamics simulation. Ac-
cording to the RMSD plot, both CD20 molecules reached

a steady state during 100 ns of simulation and interacted
effectively with rituximab (Figure 5A). The radius of gyra-
tion plot depicted similar compactness and folding state of
CD20 proteins during simulation (Figure 5B). At the atomic
level, the number of formed hydrogen bonds was calcu-
lated, and the corresponding hydrogen bond plot showed
the stability of each protein during the simulation as well
as its interaction with rituximab (Figure 5C).

The solvent accessible surface area is described by the
surface around the biomolecules characterized by a sol-
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Figure 2. I-TASSER predicted tertiary structures of all designed constructs. A – H, CD20 structures with 20, 40, and 60 PAS amino acid polypeptide linkers with N-or C-terminal
histidine (His)-tag, respectively. I and J, (G4S)3 linkers with N- or C-terminal His-tag, respectively.

Table 1. Interactive Amino Acids of CD20 Constructs and Rituximab by LigPlot+

Protein Structure Residues Involved in CD20 Residues Involved in Rituximab a KD b (M) ∆G c

CD20/20aa PAS Asn140, His145, Lys148, Cys167, Glu168, Asn171, Glu174,
Lys175, Tyr182

Asn53, Tyr49, Trp100B, Gly99, Tyr98, Tyr97, Asn54, Tyr52,
Tyr32, Ser31

3.0E-08 -10.3

CD20/40aa PAS Met71, Ile76, Cys183, Tyr184, Ile186 Asn94, Tyr32, Ser31, Trp100B, Gly101, Gly100, Tyr97, Thr96,
Ser95, Arg94, Tyr52, His35, Asn33, Tyr32, Ser31, Val2

5.4E-09 -11.3

CD20/60aa PAS Phe146, Leu148, Glu150, Ser151, Asn153, Phe154, Ala157 Tyr32, Trp100B, Gly101, Gly100, Tyr98, Tyr97, Thr96, Asp56,
Tyr52, Asn33, Arg94, Tyr32, Ser31

6.6E-08 -9.8

CD20/80aa PAS Phe146, Leu147, Lys148, Phe154, Ile155, Arg156, Ala157, His158,
Tyr165, Glu174, Lys175, Asn176, Tyr182

Thr92, Asn53, Ala50, Tyr32, Trp100B, Gly101, Gly100, Tyr98,
Tyr97, Tyr52, Asn33, Tyr32, Ser31

2.0E-07 -9.1

CD20/G4S Ile76, Tyr77, Asn153, Arg156, Ala157, Pro160, Tyr161, Ile162,
Asn166, Glu168, Ala170, Asn171, Glu174, Ser177, Pro178, Ser179

Gln61, Tyr59, Ser58, Thr57, Asp56, Gly55, Asn54, Ala50,
His35, Asn33, Lys19, Asn94, Thr92, Trp91, Ser31, Trp100B,
Asp100A, Gly100, Ser95, Lys73, Thr70, Leu69, Thr68, Lys64

5.80E-09 -11.2

a The naming and numbering of rituximab amino acids were obtained from PDB (PDB ID: 6VJA).
b Dissociation constant value (molarity)
c Free energy of binding (kcal.mol-1)

vent through van der Waals interactions. Higher SASA val-
ues indicate exposure of the molecule to the solvent, while
low scores represent buried residues. Although the calcu-
lated SASA value of rituximab: CD20 complexes showed
that CD20/G4S had a higher SASA value than Trx-CD20 (ap-
proximately 97 vs. 83 nm2), both constructs could effi-
ciently interact with CDRs of rituximab during simula-

tion (Figure 5D). The root mean square fluctuations (RMSF)
plot discovered that both designed structures had approx-
imately the same average fluctuation of each residue lo-
cated in the ECL1 and ECL2 regions of CD20 during simu-
lations (Figure 5E).
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Figure 3. Molecular docking of designed CD20 constructs. A, CD20/20aa PAS; B, CD20/40aa PAS; C, CD20/60aa PAS; D, CD20/80aa PAS; E, CD20/G4S. Designed constructs are
colored green, and their ECL1 and ECL2 regions are colored red. Heavy and light chains of rituximab are colored magenta and cyan, respectively. The stick amino acids are
residues located in the interface of CD20 and rituximab. Bolded amino acids belong to the antibody, while amino acids in regular font belong to the ECL1 and ECL2 regions of
CD20.

Table 2. Interactive Amino Acids of Thioredoxin-CD20 and Rituximab by LigPlot+

Protein Structure Residues Involved in CD20 Residues Involved in Rituximab a KD b (M) ∆G c

Trx-CD20 Ala74, Tyr77, Ala78, Phe146, Ser151, Glu152, Leu154, Asn171,
Ser173, Glu174, Asn176, Ser177, Thr180, Gln181, Tyr184

Trp100B, Asp100A, Gly100, Tyr97, Lys64, Gln61, Asp56,
Asn54, Tyr52, Asn33, Tyr32, Ser31, Asn94, Thr92, Trp91

7.10E-10 -13

Abbreviation: Trx, thioredoxin.
a The naming and numbering of rituximab amino acids were obtained from PDB (PDB ID: 6VJA).
b Dissociation constant value (molarity)
c Free energy of binding (kcal.mol-1)

4.7. Cloning and Expression of CD20 Proteins

The designed expression cassettes (Trx-CD20 and
CD20/G4S) were synthesized (Biomatik, Canada), sub-
cloned into pET24a and pET28a expression vectors, and

confirmed through restriction digestion analysis using
NdeI, NcoI, and HindIII, as well as nucleotide sequencing
(data not shown). Recombinant 22 and 8.7 kDa Proteins
were expressed as Trx-CD20 and CD20/G4S proteins in LB
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Figure 4. Thioredoxin (Trx)-CD20 structure. A, Schematic view; B, I-TASSER predicted tertiary structure of N-terminally fused Trx-CD20 fusion protein possessing C-terminal
histidine (His)-tag. Thioredoxin, ECL1, G4S linker, ECL2, and His-tag are colored orange, blue, yellow, green, and red, respectively.

medium after induction by 0.5 mM IPTG and 4 h incu-
bation at 37°C (Appendix 6A and Appendix 6B). The two
expressed recombinant CD20 proteins were detected
through immunoblotting using anti-His antibodies (Ap-
pendix 6C).

4.8. Optimization of Protein Expression by Box Behnken Design

In a preliminary study, the effect of culture medium
and post-induction time on protein expression level was
evaluated to reduce the number of experiments in RSM de-
sign. It was revealed that the LB medium could increase
the expression of both Trx-CD20 and CD20/G4S recombi-
nant proteins in 4 and 24 h, respectively. In the next step, to
determine other critical, independent factors in maximiz-
ing protein expression level, the Box Behnken design was
performed. The results of 15 experiments were analyzed
through SDS-PAGE by densitometry of desired bands using
Image J software (Table 3).

The prediction of optimal CD20 protein expression
was performed using the following quadratic polynomial
equations:

Equation 1 (for Trx-CD20):
Y = 5.70 + 0.32A - 0.066B - 0.028C + 0.066AB + 0.18AC +

0.096BC + 0.18A2 + 1.26B2 + 0.33C2

Equation 2 (for CD20/G4S):

Y = 38.66 - 0.26A + 6.13B - 0.21C + 2.06AB - 2.48AC + 0.53BC
- 6.15A2 - 3.63B2 - 0.51C2

Where Y is the predicted response (protein expression
level), and A, B, and C are post-induction temperature, cell
density at the induction time, and IPTG concentration, re-
spectively.

The ANOVA test of the models for Trx-CD20 and
CD20/G4S expression levels is presented in Table 4. F-
values of the two models for optimization of Trx-CD20 and
CD20/G4S proteins (10.46 and 23.01) could describe the sig-
nificance of the models in which the reported lack-of-fit
values were non-significant, implying the adequate pre-
dictive performance and fitness of selected models. The
goodness of the models was rechecked by the R2 coeffi-
cient. The mean square values of 0.94 and 0.97 for Trx-
and CD20/G4S expression levels indicated that the devel-
oped models could explain 94% and 97% of the total sys-
tem variances. In addition, Adj-R2 of 0.85 and 0.93 for Trx-
CD20 and CD20/G4S proteins suggested good compatibil-
ity between actual and predicted CD20/G4S expression lev-
els, which was not observed for Trx-CD20. Therefore, these
two models were selected for further analysis.

Statistical analysis presented in Table 4 implied that
post-induction temperature and optical density at the in-
duction time were influential variables in the expression

Iran J Pharm Res. 2022; 21(1):e134267. 9
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Solvent-accessible surface area (SASA) plot; E, Root mean square fluctuations (RMSF) plot. CD20/G4S and thioredoxin (Trx)-CD20 proteins are in blue and orange, respectively.

of Trx-CD20 and CD20/G4S proteins, in sequence. Regres-
sion analysis revealed that the quadratic term of B2 was
significant in the Trx-CD20 designed model, while product
terms of AB, AC, and quadratic terms of A2 and B2 were sig-
nificant for CD20/G4S (Table 4). Square root transforma-
tion was also used to minimize the difference between pre-
dicted and adjusted R2 in the design of the expression ex-
periments. Adeq-precisions of 7.979 and 15.85 indicated ad-
equate signals (Appendix 7).

The effect of the post-induction temperature, IPTG
concentration, cell density, and their interactions on
protein expression level is graphically represented by 3-
dimensional response surface plots in Appendix 8. Consid-
ering all the responses, the direct effect of temperature on
the expression of Trx-CD20 protein was approved.

Combinations of post-induction temperature (25 -
37°C), cell density at the time of induction (OD600nm: 0.2 -
0.8), and IPTG concentration (0.1 - 1 mM) resulted in expres-
sion levels ranging from 27.9% to 57.45% for Trx-CD20 and
20.1% to 41% for CD20/G4S (Table 3). The optimized Trx-CD20
expression resulted in cell density of 0.8 and 0.1 mM IPTG at
31°C (57.45% protein expression at the center point), while
the highest level of CD20/G4S expression was obtained at
OD600nm of 0.8 and 1mM IPTG at 31°C (41%) (Appendix 9).

4.9. Protein Purification

Due to the inclusion body formation of both expressed
recombinant proteins, the denaturing approach of affin-
ity chromatography on Ni-based resin was performed. The
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Table 3. Design Matrix and Corresponding Responses on CD20 Protein Expression Level

Independent Variables
Responses

Trx-CD20 Expression (%) CD20/G4S expression (%)

Temperature (°C) Cell Density (OD 600 nm) IPTG (mM) Experimental Predicted Experimental Predicted

37 0.2 0.55 56.11 55.51 20.14 20.43

31 0.2 0.1 57.45 56.45 29.11 29.14

25 0.2 0.55 48.39 48.71 24.05 25.07

31 0.2 1 50.64 52.32 29 27.65

37 0.8 0.55 55.73 55.40 37.82 36.8

31 0.8 0.1 53.01 51.32 39.98 40.32

31 0.8 1 51.85 53.26 41 40.96

25 0.8 0.55 44.45 45.04 33.51 33.21

31 0.5 0.55 36.20 32.57 37.11 38.66

25 0.5 1 33.76 31.75 34.21 34.53

31 0.5 0.55 33.61 32.57 38.88 38.66

25 0.5 0.1 36.09 37.18 31.05 29.99

31 0.5 0.55 27.91 32.57 40 38.66

37 0.5 1 45.97 44.87 28 29.05

37 0.5 0.1 39.22 41.22 34.77 34.44

Abbreviation: Trx, thioredoxin.

Table 4. Analysis of Variance for the Effect of Independent Variables Obtained from Box-Behnken Design

Source df
Trx-CD20 Expression (%) CD20/G4 S Expression (%)

Sum of Squares Mean Square F Value P-Value Sum of Squares Mean Square F Value P-Value

Model 9 7.15 0.79 10.46 0.0094 a 520.70 57.86 23.01 0.0015 a

A, Temperature 1 0.82 0.82 10.77 0.0219 a 0.55 0.55 0.22 0.6608

B, OD 600 nm 1 0.035 0.035 0.46 0.5275 300.25 300.25 119.42 0.0001 a

C, IPTG 1 6.223E-003 6.223E-003 0.082 0.7861 0.36 0.36 0.14 0.7202

AB 1 0.017 0.017 0.23 0.6524 16.89 16.89 6.72 0.0487 a

AC 1 0.13 0.13 1.68 0.2513 24.65 24.65 9.80 0.0259 a

BC 1 0.037 0.037 0.48 0.5177 1.13 1.13 0.45 0.5316

A2 1 0.12 0.12 1.63 0.2573 139.61 139.61 55.53 0.0007 a

B2 1 5.89 5.89 77.51 0.0003 a 48.76 48.76 19.40 0.0070 a

C2 1 0.41 0.41 5.39 0.0680 0.95 0.95 0.38 0.5661

Residual error 5 0.38 0.076 12.57 2.51

Lack-of-fit 3 0.096 0.032 0.23 0.8729 8.32 2.77 1.31 0.4611

Pure error 2 0.28 0.14 4.25 2.12

Cor. total 14 7.53 533.27

Abbreviation: Trx, thioredoxin.
a Effect of the variable and its interactions are statistically significant at P < 0.05.

eluted samples were buffer exchanged and analyzed on 12%
SDS-PAGE (Appendix 10).

4.10. Binding Affinity Measurements

The specific antigen-binding activity of the anti-CD20
monoclonal antibody, Zytux, was compared with a non-
related mAb, trastuzumab (anti-HER2 antibody) using

homemade ELISA assays. Zytux represented higher bind-
ing activity when the Trx-CD20 protein was set as the tar-
get molecule compared to the assay performed by the
CD20/G4S molecule (Figure 6A and C), while AryoTrust
showed no false-positive results in these assays (Figure 6B
and D). The calculated affinities of Zytux against Trx-CD20
and CD20/G4S molecules were 2.66 × 1012 and 2.37 × 1012
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M-1, respectively (Figure 6E).
In another experiment, the two mentioned mAbs were

tested in a cell-based ELISA assay to investigate the unspe-
cific binding of the antibodies to the CD20-expressing Raji
cells. The results showed that both antibodies had the
same interaction pattern with the coated Raji cells (Figure
6F).

5. Discussion

Industrial manufacturing of recombinant proteins by
E. coli host cells has attracted too much attention dur-
ing the last decades, mainly when the proteins do not re-
quire complex post-translational modifications (38). The
CD20 protein is a vital target antigen for treating particu-
lar autoimmune diseases, lymphomas, and leukemias. Re-
combinant full-length human CD20 protein is commer-
cially available from various expression systems, including
mammalian, insect, and E. coli cells, but its complexity and
unstable biological activity are the main issues that should
be considered. The bacterial r-CD20 protein has been re-
peatedly reported as an aggregated inclusion body which
may be due to its large molecular size and hydrophobic re-
gions, resulting in a misfolded protein within this expres-
sion host cell (19, 39). Therefore, engineering the molecule
to overcome these problems is required.

Fusion tag proteins/peptides have been considered
helper agents in protein expression, solubility, folding,
and downstream processing, including purification and
detection (40, 41). N- or C-terminal location of the fu-
sion tags may also affect the solubility and biological ac-
tivity of the expressed protein and should be considered
in protein engineering approaches. Histidine and Trx tags
are commonly used in the case of recombinant proteins.
The former does not affect protein solubility but facilitates
protein purification using metal affinity chromatography
procedures. Thioredoxin is a small protein accelerating
dithiol-disulfide exchange reactions, an activity that is sig-
nificant for various cellular processes. It is also the fu-
sion tag of choice when the expressed protein contains
disulfide bonds (42). Selecting the desired combination of
elements and conditions is a time-consuming and error-
prone procedure for successful protein expression. There-
fore, the initial screening of the designed expression cas-
settes using bioinformatics tools makes it possible to the-
oretically test several criteria before expression trials and
scale-up procedures. Accordingly, the effect of these two
tags on the folding of CD20 truncated extracellular do-
main was first investigated in the in silico conditions, and
the most appropriate constructs were further examined in
the in vitro experiments.

Due to the importance of tertiary structures in the bio-
logical activity of the proteins, in silico analysis of recombi-
nant CD20 structures was performed, and their interaction
with rituximab, an anti-CD20 mAb, was evaluated. The ho-
mology modeling results indicated that all CD20 cassettes
possessing C-terminal His-tag have proper protein folding,
among which (G4S)3 linker demonstrated similar folding
to the native extracellular domain of CD20 protein which
highly interacted with rituximab. Physicochemical anal-
ysis of selected CD20 structures with a G4S linker showed
that they might have similar half-lives and good solubility
in the E. coli expression system, while the Trx-CD20 cassette
showed a more stable structure and higher thermostabil-
ity than other expression cassettes. This finding was com-
patible with the previous study conducted by Habibi An-
bouhi et al., in which the fusion of the thioredoxin tag to
the extracellular loop of CD20 reduced misfolding and ag-
gregation of this protein within E. coli (19). Ernst et al. have
reported that rituximab binding was localized within the
residues 142 and 184 of the extracellular loop of the CD20
protein in which the two cysteines (Cys167 and Cys183) are
assumed to be responsible for disulfide bond formation
and stability of the molecule (39).

On the other hand, phage displaying homologous
CD20 amino acid sequences revealed the responsibility of
170ANPS173 and 182YCYSI186 motifs for the interaction with rit-
uximab (43). These findings were revised after crystallog-
raphy analysis of CD20 protein in complex with rituximab
(PDB ID: 6VJA) in which the amino acid residues 164 to 174
were reported as interactive amino acids, and the two men-
tioned cysteines played a pivotal role in the appropriate
folding of CD20 molecule (44). In the present study, the
structural alignment of the proposed constructs showed
that the G4S peptide linker could properly fold the epitopes
similar to the native CD20 structure. In addition, molecu-
lar docking analysis revealed that the use of a G4S linker
could increase the interaction of the 164IYNCEPANPSE174

region with rituximab through the amino acids Tyr161,
Asn166, Glu168, Ala170, Asn171, and Glu174 compared to the
PAS linkers which resulted in no or very low interaction
with rituximab except for PAS#20aa. On the other hand,
adding the Trx-tag to the CD20/G4S construct kept the in-
teraction between the amino acids Asn173, Ser175, Glu176,
and rituximab.

Optimization experiments aim to obtain the maxi-
mum protein expression level with the highest possible
cell density. Parameters that can be optimized include the
type of culture medium, concentration of the inducer, op-
tical cell density at the time of induction, and culture du-
ration after induction. Although higher cell densities of-
ten produce more proteins, it became quickly apparent
that more cells do not necessarily yield high-quality pro-
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Figure 6. Indirect sandwich ELISA assessment. A, Zytux; B, AryoTrust against thioredoxin (Trx)-CD20 protein; C, Zytux; D, AryoTrust against CD20/G4S protein; E, Rituximab
affinity measurements against the two designed recombinant CD20 molecules using Beatty’s method; F, CD20-positive Raji cell-based ELISA assay. Data are given as mean ±
SEM values of triplicate wells.

teins, and the produced proteins may be insoluble or ag-
gregated. As preliminary experiments, we examined the
effect of culture medium (TB and LB) and post-induction
time (4, 8, 12, and 24 h) on the expression level of the two
CD20 recombinant proteins. Although many studies have
documented the advantages of TB medium in the expres-
sion of several heterologous proteins, this study surpris-
ingly showed that the LB medium could maximize the ex-
pression of both truncated CD20/G4S and Trx-CD20 pro-
teins after 4 and 24 h, respectively.

In the next step, an experimental design methodology
was employed to optimize the expression of the designed
r-CD20 protein with and without the Trx-tag. Due to the
adverse effects of IPTG on host metabolism, growth, and

viability (45-47), IPTG concentration was one of the inves-
tigated parameters. Post-induction temperature and opti-
cal density at the time of induction were also selected as
other independent variables which should be considered.
Within the developed models, F-values, the observed cor-
responding P-values, and their insignificant lack-of-fit val-
ues suggested the significance of the applied models in
which post-induction temperature and optical density at
the time of induction had significant positive effects on
the expression level of these proteins. The approved op-
timum conditions were applied for large-scale production
of the two recombinant CD20 derivatives, resulting in a to-
tal yield of 42 and 54 mg/L for Trx-CD20 and CD20/G4S pro-
teins, respectively. In the next step, the affinity of ritux-
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imab biosimilar (Zytux), anti-CD20 mAb, towards r-CD20
proteins was tested in indirect ELISA assays.

Analysis of dissociation constants of all designed struc-
tures revealed that Trx-CD20 has the highest affinity to
rituximab, suggesting no adverse effect of the Trx-tag on
CD20-rituximab interactions. Interestingly, PRODIGY cal-
culated dissociation constants of designed structures and
represented that the affinities of CD20/G4S (5.8E-09M) and
Trx-CD20 (7.1E-10M) molecules toward rituximab were sig-
nificantly greater than full-length human CD20 (PDB ID:
6VJA) (2.0E-7 and 2.14E-8M calculated by PRODIGY web-
server and surface plasmon resonance) (44). This data is
in line with the study by Oscherwitz et al., in which pep-
tide fragments of the extracellular region of human CD20
could be considerably more effective than its full-length
protein in interaction with rituximab (48). Furthermore,
the binding assay, according to Beatty at al.’s ELISA proto-
col, showed that the affinity of Zytux towards Trx-CD20 re-
combinant protein was slightly higher than CD20/G4S pro-
tein when minimum and maximum antigen concentra-
tions were tested. This observation confirmed the bioin-
formatics findings’ accuracy in the present study’s early
stages (37).

According to the pharmaceutical guidelines, the ca-
pacity assessment of antibodies should be done using effi-
cient competitive ligand binding (CLB) assays, which may
be cell or antigen-based approaches. Considering the ac-
tion mode of the target molecule, the applied binding
assay varies. The antigen-based assay can assess direct
binding to the target molecule, which does not apply to
the other functional properties. The lack of appropriate
specific cell lines, which can develop strong signals with-
out significant false-positive results, the high cost, and
the time-consuming nature of cell-based functional tests
make their application limited when suitable comparable
CLB tests can be provided. In the present study, the two re-
combinant CD20 proteins (Trx-fusion and truncated form)
were used as the coating antigens in homemade ELISA as-
says compared with cell-based ELISA using CD20-positive
Raji cell line to study the affinity of anti-CD20 rituximab.
The affinity of Zytux towards the Trx-CD20 protein was sig-
nificantly stronger, resulting in higher optical densities
when compared to the truncated CD20/G4S protein.

Interestingly the negative control anti-HER2 mono-
clonal antibody (trastuzumab) represented a feeble re-
sponse which could be negligible. Eventually, Beatty et al.’s
calculated affinity of Zytux towards the two tested recom-
binant CD20 proteins agreed with the KD values obtained
by molecular docking, which confirmed the accordance of
bioinformatics and in vitro experiments (37). According
to the published data regarding the use of Raji cells in as-
sessing rituximab affinity towards CD20 protein (49), these

cells were used in a cell-based ELISA assay. The obtained
optical densities were significantly lower than the values
of antigen-based ELISA assays. Interestingly, the two tested
mAbs, Zytux and AryoTrust, represented very close optical
densities, especially in lower concentrations. One explana-
tion may be due to the presence of small quantities of HER2
protein on the surface of Raji cells, which may cause false-
positive results.

5.1. Conclusions

To obtain a full picture of CD20/anti-CD20 antibody in-
teractions, preparation and availability of well-structured
CD20 proteins are inevitable. Bioinformatics modeling
studies performed in the present research and the ob-
tained data helped us design an appropriate cassette for
the expression of an interactive extracellular domain of
CD20 protein to assess its affinity towards anti-CD20 ritux-
imab monoclonal antibody via an antigen-based ELISA, and
the results were compared with the routinely established
cell-based ELISA assay. The results confirmed the higher ac-
curacy of the former approach and indicated the impor-
tance of the CD20 extracellular domain in the assessment
of anti-CD20 molecules. Unchanged conformation of the
truncated, engineered extracellular domain of CD20 pro-
tein after fusion to the E. coli thioredoxin revealed that this
fusion tag does not interfere with interactive epitopes of
CD20 and anti-CD20 monoclonal antibody.
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supplementary materials, please refer to the journal web-
site and open PDF/HTML].

Acknowledgments

The authors would like to thank AryoGen Pharmed,
Iran, for the kind gift of Zytux and AryoTrust monoclonal
antibodies.

Footnotes

Authors’ Contribution: Y. T., A. A., and F. M.: Study design
and manuscript revision; Sh. D.: Major experimental work,
data analysis, and contribution to writing the manuscript;
R. A.: Experimental design; SK: Contribution to bioinfor-
matics studies; M. Sh.: Contribution to experimental work;
L. M.: Bioinformatics studies and contribution to writing
the manuscript.

Conflict of Interests: There is no potential conflict of in-
terests.

14 Iran J Pharm Res. 2022; 21(1):e134267.

https://ijpr.brieflands.com/cdn/dl/539c2d28-bc0a-11ed-a9f8-97c2eeca7e7a


Damough S et al.

Data Reproducibility: The dataset presented in the study
is available on request from the corresponding author dur-
ing submission or after publication.

Funding/Support: This work was supported by a grant
from the Iranian National Biotechnology network.

References

1. Sung H, Ferlay J, Siegel RL, Laversanne M, Soerjomataram I, Jemal
A, et al. Global Cancer Statistics 2020: GLOBOCAN Estimates of
Incidence and Mortality Worldwide for 36 Cancers in 185 Coun-
tries. CA Cancer J Clin. 2021;71(3):209–49. [PubMed ID: 33538338].
https://doi.org/10.3322/caac.21660.

2. Singh V, Gupta D, Almasan A. Development of Novel Anti-Cd20 Mon-
oclonal Antibodies and Modulation in Cd20 Levels on Cell Sur-
face: Looking to Improve Immunotherapy Response. J Cancer Sci
Ther. 2015;7(11):347–58. [PubMed ID: 27413424]. [PubMed Central ID:
PMC4939752]. https://doi.org/10.4172/1948-5956.1000373.

3. Cheson BD, Leonard JP. Monoclonal antibody therapy for B-cell non-
Hodgkin’s lymphoma. N Engl J Med. 2008;359(6):613–26. [PubMed ID:
18687642]. https://doi.org/10.1056/NEJMra0708875.

4. Ferris RL, Jaffee EM, Ferrone S. Tumor antigen-targeted, mono-
clonal antibody-based immunotherapy: clinical response, cellular
immunity, and immunoescape. J Clin Oncol. 2010;28(28):4390–
9. [PubMed ID: 20697078]. [PubMed Central ID: PMC2954137].
https://doi.org/10.1200/JCO.2009.27.6360.

5. Weiner LM, Murray JC, Shuptrine CW. Antibody-based
immunotherapy of cancer. Cell. 2012;148(6):1081–4.
[PubMed ID: 22424219]. [PubMed Central ID: PMC3310896].
https://doi.org/10.1016/j.cell.2012.02.034.

6. Schuster FR, Stanglmaier M, Woessmann W, Winkler B, Sieper-
mann M, Meisel R, et al. Immunotherapy with the trifunctional
anti-CD20 x anti-CD3 antibody FBTA05 (Lymphomun) in paedi-
atric high-risk patients with recurrent CD20-positive B cell malig-
nancies. Br J Haematol. 2015;169(1):90–102. [PubMed ID: 25495919].
https://doi.org/10.1111/bjh.13242.

7. Michelakos T, Kontos F, Barakat O, Maggs L, Schwab JH, Fer-
rone CR, et al. B7-H3 targeted antibody-based immunotherapy
of malignant diseases. Expert Opin Biol Ther. 2021;21(5):587–
602. [PubMed ID: 33301369]. [PubMed Central ID: PMC8087627].
https://doi.org/10.1080/14712598.2021.1862791.

8. Maloney DG. Anti-CD20 antibody therapy for B-cell lymphomas.
N Engl J Med. 2012;366(21):2008–16. [PubMed ID: 22621628].
https://doi.org/10.1056/NEJMct1114348.

9. Ben Abdelwahed R, Donnou S, Ouakrim H, Crozet L, Cosette J, Jacquet
A, et al. Preclinical study of Ublituximab, a Glycoengineered anti-
human CD20 antibody, in murine models of primary cerebral and in-
traocular B-cell lymphomas. Invest Ophthalmol Vis Sci. 2013;54(5):3657–
65. [PubMed ID: 23611989]. https://doi.org/10.1167/iovs.12-10316.

10. Anderson KC, Bates MP, Slaughenhoupt BL, Pinkus GS, Schlossman
SF, Nadler LM. Expression of human B cell-associated antigens on
leukemias and lymphomas: a model of human B cell differentiation.
Blood. 1984;63(6):1424–33. [PubMed ID: 6609729].

11. Tedder TF, Engel P. CD20: a regulator of cell-cycle progression of B
lymphocytes. Immunol Today. 1994;15(9):450–4. [PubMed ID: 7524522].
https://doi.org/10.1016/0167-5699(94)90276-3.

12. Cragg MS, Walshe CA, Ivanov AO, Glennie MJ. The biol-
ogy of CD20 and its potential as a target for mAb therapy.
Curr Dir Autoimmun. 2005;8:140–74. [PubMed ID: 15564720].
https://doi.org/10.1159/000082102.

13. Liang Y, Buckley TR, Tu L, Langdon SD, Tedder TF. Structural or-
ganization of the human MS4A gene cluster on Chromosome
11q12. Immunogenetics. 2001;53(5):357–68. [PubMed ID: 11486273].
https://doi.org/10.1007/s002510100339.

14. Press OW, Howell-Clark J, Anderson S, Bernstein I. Retention of B-cell-
specific monoclonal antibodies by human lymphoma cells. Blood.
1994;83(5):1390–7. [PubMed ID: 8118040].

15. McLaughlin P, Grillo-Lopez AJ, Link BK, Levy R, Czuczman MS, Williams
ME, et al. Rituximab chimeric anti-CD20 monoclonal antibody ther-
apy for relapsed indolent lymphoma: half of patients respond
to a four-dose treatment program. J Clin Oncol. 1998;16(8):2825–33.
[PubMed ID: 9704735]. https://doi.org/10.1200/JCO.1998.16.8.2825.

16. Cai Q, Westin J, Fu K, Desai M, Zhang L, Huang H, et al. Ac-
celerated therapeutic progress in diffuse large B cell lym-
phoma. Ann Hematol. 2014;93(4):541–56. [PubMed ID: 24375125].
https://doi.org/10.1007/s00277-013-1979-7.

17. Jaglowski SM, Alinari L, Lapalombella R, Muthusamy N, Byrd JC. The
clinical application of monoclonal antibodies in chronic lympho-
cytic leukemia. Blood. 2010;116(19):3705–14. [PubMed ID: 20610811].
[PubMed Central ID: PMC2981531]. https://doi.org/10.1182/blood-2010-
04-001230.

18. Cang S, Mukhi N, Wang K, Liu D. Novel CD20 monoclonal an-
tibodies for lymphoma therapy. J Hematol Oncol. 2012;5:64.
[PubMed ID: 23057966]. [PubMed Central ID: PMC3479003].
https://doi.org/10.1186/1756-8722-5-64.

19. Habibi Anbouhi M, Feiz Barazandeh A, Bouzari S, Abolhas-
sani M, Khanahmad H, Golkar M, et al. Functional recombi-
nant extra membrane loop of human CD20, an alternative
of the full length CD20 antigen. Iran Biomed J. 2012;16(3):121–
6. [PubMed ID: 23023212]. [PubMed Central ID: PMC3629936].
https://doi.org/10.6091/ibj.1082.2012.

20. Aoyama M, Tada M, Tatematsu KI, Hashii N, Sezutsu H, Ishii-Watabe A.
Effects of amino acid substitutions on the biological activity of anti-
CD20 monoclonal antibody produced by transgenic silkworms (Bom-
byx mori). Biochem Biophys Res Commun. 2018;503(4):2633–8. [PubMed
ID: 30119885]. https://doi.org/10.1016/j.bbrc.2018.08.015.

21. Costa S, Almeida A, Castro A, Domingues L. Fusion tags for
protein solubility, purification and immunogenicity in Es-
cherichia coli: the novel Fh8 system. Front Microbiol. 2014;5:63.
[PubMed ID: 24600443]. [PubMed Central ID: PMC3928792].
https://doi.org/10.3389/fmicb.2014.00063.

22. Esposito D, Chatterjee DK. Enhancement of soluble pro-
tein expression through the use of fusion tags. Curr
Opin Biotechnol. 2006;17(4):353–8. [PubMed ID: 16781139].
https://doi.org/10.1016/j.copbio.2006.06.003.

23. Chatterjee DK, Esposito D. Enhanced soluble protein expression using
two new fusion tags. Protein Expr Purif. 2006;46(1):122–9. [PubMed ID:
16146696]. https://doi.org/10.1016/j.pep.2005.07.028.

24. Xiao W, Jiang L, Wang W, Wang R, Fan J. Evaluation of rice tetraticopep-
tide domain-containing thioredoxin as a novel solubility-enhancing
fusion tag in Escherichia coli. J Biosci Bioeng. 2018;125(2):160–7.
[PubMed ID: 28927835]. https://doi.org/10.1016/j.jbiosc.2017.08.016.

25. Papaneophytou CP, Kontopidis G. Statistical approaches to maxi-
mize recombinant protein expression in Escherichia coli: a gen-
eral review. Protein Expr Purif. 2014;94:22–32. [PubMed ID: 24211770].
https://doi.org/10.1016/j.pep.2013.10.016.

26. Yang J, Zhang Y. I-TASSER server: new development for protein struc-
ture and function predictions. Nucleic Acids Res. 2015;43(W1):W174–
81. [PubMed ID: 25883148]. [PubMed Central ID: PMC4489253].
https://doi.org/10.1093/nar/gkv342.

27. Laskowski RA, MacArthur MW, Thornton JM. International
Tables for Crystallography. In: Laskowski RA, MacArthur
MW, Thornton JM, editors. PROCHECK: validation of protein-
structure coordinates. F. Hoboken, USA: Wiley; 2012. p. 684–7.
https://doi.org/10.1107/97809553602060000882.

28. Luthy R, Bowie JU, Eisenberg D. Assessment of protein models with
three-dimensional profiles. Nature. 1992;356(6364):83–5. [PubMed ID:
1538787]. https://doi.org/10.1038/356083a0.

Iran J Pharm Res. 2022; 21(1):e134267. 15

http://www.ncbi.nlm.nih.gov/pubmed/33538338
https://doi.org/10.3322/caac.21660
http://www.ncbi.nlm.nih.gov/pubmed/27413424
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4939752
https://doi.org/10.4172/1948-5956.1000373
http://www.ncbi.nlm.nih.gov/pubmed/18687642
https://doi.org/10.1056/NEJMra0708875
http://www.ncbi.nlm.nih.gov/pubmed/20697078
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2954137
https://doi.org/10.1200/JCO.2009.27.6360
http://www.ncbi.nlm.nih.gov/pubmed/22424219
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3310896
https://doi.org/10.1016/j.cell.2012.02.034
http://www.ncbi.nlm.nih.gov/pubmed/25495919
https://doi.org/10.1111/bjh.13242
http://www.ncbi.nlm.nih.gov/pubmed/33301369
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8087627
https://doi.org/10.1080/14712598.2021.1862791
http://www.ncbi.nlm.nih.gov/pubmed/22621628
https://doi.org/10.1056/NEJMct1114348
http://www.ncbi.nlm.nih.gov/pubmed/23611989
https://doi.org/10.1167/iovs.12-10316
http://www.ncbi.nlm.nih.gov/pubmed/6609729
http://www.ncbi.nlm.nih.gov/pubmed/7524522
https://doi.org/10.1016/0167-5699(94)90276-3
http://www.ncbi.nlm.nih.gov/pubmed/15564720
https://doi.org/10.1159/000082102
http://www.ncbi.nlm.nih.gov/pubmed/11486273
https://doi.org/10.1007/s002510100339
http://www.ncbi.nlm.nih.gov/pubmed/8118040
http://www.ncbi.nlm.nih.gov/pubmed/9704735
https://doi.org/10.1200/JCO.1998.16.8.2825
http://www.ncbi.nlm.nih.gov/pubmed/24375125
https://doi.org/10.1007/s00277-013-1979-7
http://www.ncbi.nlm.nih.gov/pubmed/20610811
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2981531
https://doi.org/10.1182/blood-2010-04-001230
https://doi.org/10.1182/blood-2010-04-001230
http://www.ncbi.nlm.nih.gov/pubmed/23057966
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3479003
https://doi.org/10.1186/1756-8722-5-64
http://www.ncbi.nlm.nih.gov/pubmed/23023212
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3629936
https://doi.org/10.6091/ibj.1082.2012
http://www.ncbi.nlm.nih.gov/pubmed/30119885
https://doi.org/10.1016/j.bbrc.2018.08.015
http://www.ncbi.nlm.nih.gov/pubmed/24600443
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3928792
https://doi.org/10.3389/fmicb.2014.00063
http://www.ncbi.nlm.nih.gov/pubmed/16781139
https://doi.org/10.1016/j.copbio.2006.06.003
http://www.ncbi.nlm.nih.gov/pubmed/16146696
https://doi.org/10.1016/j.pep.2005.07.028
http://www.ncbi.nlm.nih.gov/pubmed/28927835
https://doi.org/10.1016/j.jbiosc.2017.08.016
http://www.ncbi.nlm.nih.gov/pubmed/24211770
https://doi.org/10.1016/j.pep.2013.10.016
http://www.ncbi.nlm.nih.gov/pubmed/25883148
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4489253
https://doi.org/10.1093/nar/gkv342
https://doi.org/10.1107/97809553602060000882
http://www.ncbi.nlm.nih.gov/pubmed/1538787
https://doi.org/10.1038/356083a0


Damough S et al.

29. Colovos C, Yeates TO. Verification of protein structures: patterns
of nonbonded atomic interactions. Protein Sci. 1993;2(9):1511–
9. [PubMed ID: 8401235]. [PubMed Central ID: PMC2142462].
https://doi.org/10.1002/pro.5560020916.

30. Williams CJ, Headd JJ, Moriarty NW, Prisant MG, Videau LL, Deis
LN, et al. MolProbity: More and better reference data for im-
proved all-atom structure validation. Protein Sci. 2018;27(1):293–
315. [PubMed ID: 29067766]. [PubMed Central ID: PMC5734394].
https://doi.org/10.1002/pro.3330.

31. Walker JM. The Proteomics Protocols Handbook. New York City, USA:
Springer; 2005. https://doi.org/10.1385/1592598900.

32. Varshavsky A. The N-end rule pathway of protein degra-
dation. Genes Cells. 1997;2(1):13–28. [PubMed ID: 9112437].
https://doi.org/10.1046/j.1365-2443.1997.1020301.x.

33. Niwa T, Ying BW, Saito K, Jin W, Takada S, Ueda T, et al. Bimodal pro-
tein solubility distribution revealed by an aggregation analysis of the
entire ensemble of Escherichia coli proteins. Proc Natl Acad Sci U S
A. 2009;106(11):4201–6. [PubMed ID: 19251648]. [PubMed Central ID:
PMC2657415]. https://doi.org/10.1073/pnas.0811922106.

34. Brenke R, Hall DR, Chuang GY, Comeau SR, Bohnuud T, Be-
glov D, et al. Application of asymmetric statistical potentials
to antibody-protein docking. Bioinformatics. 2012;28(20):2608–
14. [PubMed ID: 23053206]. [PubMed Central ID: PMC3467743].
https://doi.org/10.1093/bioinformatics/bts493.

35. Wallace AC, Laskowski RA, Thornton JM. LIGPLOT: a program
to generate schematic diagrams of protein-ligand interac-
tions. Protein Eng. 1995;8(2):127–34. [PubMed ID: 7630882].
https://doi.org/10.1093/protein/8.2.127.

36. Abraham MJ, Murtola T, Schulz R, Páll S, Smith JC, Hess B, et al. GRO-
MACS: High performance molecular simulations through multi-level
parallelism from laptops to supercomputers. SoftwareX. 2015;1-2:19–
25. https://doi.org/10.1016/j.softx.2015.06.001.

37. Beatty JD, Beatty BG, Vlahos WG. Measurement of monoclonal
antibody affinity by non-competitive enzyme immunoassay.
J Immunol Methods. 1987;100(1-2):173–9. [PubMed ID: 2439600].
https://doi.org/10.1016/0022-1759(87)90187-6.

38. Rosano GL, Ceccarelli EA. Recombinant protein expression in Es-
cherichia coli: advances and challenges. Front Microbiol. 2014;5:172.
[PubMed ID: 24860555]. [PubMed Central ID: PMC4029002].
https://doi.org/10.3389/fmicb.2014.00172.

39. Ernst JA, Li H, Kim HS, Nakamura GR, Yansura DG, Vandlen
RL. Isolation and characterization of the B-cell marker CD20.
Biochemistry. 2005;44(46):15150–8. [PubMed ID: 16285718].

https://doi.org/10.1021/bi0511078.
40. Nilsson J, Stahl S, Lundeberg J, Uhlen M, Nygren PA. Affinity fusion

strategies for detection, purification, and immobilization of recom-
binant proteins. Protein Expr Purif. 1997;11(1):1–16. [PubMed ID: 9325133].
https://doi.org/10.1006/prep.1997.0767.

41. Routzahn KM, Waugh DS. Differential effects of supplemen-
tary affinity tags on the solubility of MBP fusion proteins. J
Struct Funct Genomics. 2002;2(2):83–92. [PubMed ID: 12836665].
https://doi.org/10.1023/a:1020424023207.

42. Stewart EJ, Aslund F, Beckwith J. Disulfide bond formation in the Es-
cherichia coli cytoplasm: an in vivo role reversal for the thioredox-
ins. EMBO J. 1998;17(19):5543–50. [PubMed ID: 9755155]. [PubMed Cen-
tral ID: PMC1170883]. https://doi.org/10.1093/emboj/17.19.5543.

43. Binder M, Otto F, Mertelsmann R, Veelken H, Trepel M. The epi-
tope recognized by rituximab. Blood. 2006;108(6):1975–8. [PubMed ID:
16705086]. https://doi.org/10.1182/blood-2006-04-014639.

44. Rouge L, Chiang N, Steffek M, Kugel C, Croll TI, Tam C, et al. Struc-
ture of CD20 in complex with the therapeutic monoclonal antibody
rituximab. Science. 2020;367(6483):1224–30. [PubMed ID: 32079680].
https://doi.org/10.1126/science.aaz9356.

45. Kosinski MJ, Rinas U, Bailey JE. Isopropyl-beta-d-
thiogalactopyranoside influences the metabolism of
Escherichia coli. Appl Microbiol Biotechnol. 1992;36(6).
https://doi.org/10.1007/bf00172194.

46. Malakar P, Venkatesh KV. Effect of substrate and IPTG concentrations
on the burden to growth of Escherichia coli on glycerol due to the
expression of Lac proteins. Appl Microbiol Biotechnol. 2012;93(6):2543–
9. [PubMed ID: 22038249]. https://doi.org/10.1007/s00253-011-3642-3.

47. Dvorak P, Chrast L, Nikel PI, Fedr R, Soucek K, Sedlackova M, et
al. Exacerbation of substrate toxicity by IPTG in Escherichia coli
BL21(DE3) carrying a synthetic metabolic pathway. Microb Cell
Fact. 2015;14:201. [PubMed ID: 26691337]. [PubMed Central ID:
PMC4687329]. https://doi.org/10.1186/s12934-015-0393-3.

48. Oscherwitz J, Gribbin TE, Cease KB. A CD20 tandem-epitope
immunogen elicits antibody in mice that binds murine
cell surface CD20 and depletes splenic B cells in vivo.
Mol Immunol. 2010;47(7-8):1484–91. [PubMed ID: 20189250].
https://doi.org/10.1016/j.molimm.2010.01.026.

49. Tan L, Lin P, Chisti MM, Rehman A, Zeng X. Real time analysis of bind-
ing between Rituximab (anti-CD20 antibody) and B lymphoma cells.
Anal Chem. 2013;85(18):8543–51. [PubMed ID: 23926879]. [PubMed Cen-
tral ID: PMC3874876]. https://doi.org/10.1021/ac400062v.

16 Iran J Pharm Res. 2022; 21(1):e134267.

http://www.ncbi.nlm.nih.gov/pubmed/8401235
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2142462
https://doi.org/10.1002/pro.5560020916
http://www.ncbi.nlm.nih.gov/pubmed/29067766
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5734394
https://doi.org/10.1002/pro.3330
https://doi.org/10.1385/1592598900
http://www.ncbi.nlm.nih.gov/pubmed/9112437
https://doi.org/10.1046/j.1365-2443.1997.1020301.x
http://www.ncbi.nlm.nih.gov/pubmed/19251648
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2657415
https://doi.org/10.1073/pnas.0811922106
http://www.ncbi.nlm.nih.gov/pubmed/23053206
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3467743
https://doi.org/10.1093/bioinformatics/bts493
http://www.ncbi.nlm.nih.gov/pubmed/7630882
https://doi.org/10.1093/protein/8.2.127
https://doi.org/10.1016/j.softx.2015.06.001
http://www.ncbi.nlm.nih.gov/pubmed/2439600
https://doi.org/10.1016/0022-1759(87)90187-6
http://www.ncbi.nlm.nih.gov/pubmed/24860555
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4029002
https://doi.org/10.3389/fmicb.2014.00172
http://www.ncbi.nlm.nih.gov/pubmed/16285718
https://doi.org/10.1021/bi0511078
http://www.ncbi.nlm.nih.gov/pubmed/9325133
https://doi.org/10.1006/prep.1997.0767
http://www.ncbi.nlm.nih.gov/pubmed/12836665
https://doi.org/10.1023/a:1020424023207
http://www.ncbi.nlm.nih.gov/pubmed/9755155
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC1170883
https://doi.org/10.1093/emboj/17.19.5543
http://www.ncbi.nlm.nih.gov/pubmed/16705086
https://doi.org/10.1182/blood-2006-04-014639
http://www.ncbi.nlm.nih.gov/pubmed/32079680
https://doi.org/10.1126/science.aaz9356
https://doi.org/10.1007/bf00172194
http://www.ncbi.nlm.nih.gov/pubmed/22038249
https://doi.org/10.1007/s00253-011-3642-3
http://www.ncbi.nlm.nih.gov/pubmed/26691337
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4687329
https://doi.org/10.1186/s12934-015-0393-3
http://www.ncbi.nlm.nih.gov/pubmed/20189250
https://doi.org/10.1016/j.molimm.2010.01.026
http://www.ncbi.nlm.nih.gov/pubmed/23926879
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3874876
https://doi.org/10.1021/ac400062v

	Abstract
	1. Background
	2. Objectives
	3. Methods
	3.1. Design of CD20 Constructs
	3.2. Homology Modeling and Refinements
	3.3. Physicochemical Analysis
	3.4. Molecular Docking
	3.5. Molecular Dynamics Simulations
	3.6. Protein Expression
	3.7. Experimental Design and Optimization of Protein Expression
	3.8. Purification of Recombinant CD20 Proteins
	3.9. Affinity Measurement of Zytux/r-CD20 Molecules
	3.10. Cell-based ELISA Assay
	3.11. Statistical Analysis

	4. Results
	4.1. Design of Expression Cassettes
	Figure 1
	Figure 2

	4.2. Model Validation
	4.3. Molecular Modeling and Docking of Rituximab at CD20 Proteins
	Figure 3
	Table 1

	4.4. Thioredoxin Tagging of CD20/G4S
	Figure 4
	Table 2

	4.5. Physiochemical Properties of Thioredoxin-CD20 Molecule
	4.6. Molecular Dynamics simulation
	Figure 5

	4.7. Cloning and Expression of CD20 Proteins
	4.8. Optimization of Protein Expression by Box Behnken Design
	Table 3
	Table 4

	4.9. Protein Purification
	4.10. Binding Affinity Measurements
	Figure 6


	5. Discussion
	5.1. Conclusions

	Supplementary Material
	Acknowledgments
	Footnotes
	Authors' Contribution: 
	Conflict of Interests: 
	Data Reproducibility: 
	Funding/Support: 

	References

