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Abstract

Background: Antibody is a considerable approach in the pharmaceutical industry, and many studies have been done on antibody
fragment engineering.
Objectives: The objective of this study is to evaluate the interaction between antigens and antibodies, which is a necessary step for
designing an efficient antibody with suitable properties for targeting cancer cells.
Methods: In the current study, the 3-dimensional structure of the displayed-selected scFv antibody was constructed, using
Sabpred Antibody Builder. The analysis of interactions between scFv and Cluster of differentiation 24 (CD24) was performed by
computational docking and molecular dynamics (MD) simulation. Firstly, docking CD24 antigen to the new scFv antibody was
done, using the ClusPro 2.0 web server, and residues involved in the interaction were identified. Secondly, using the GROMACS 4.5.3
package, MD simulations were performed.
Results: By analyzing the antigen-antibody complex, the critical amino acids involved in these interactions were recognized. Thus,
15 hydrogen bonds between amino acids in light and heavy chains of antibodies and antigens were identified; most of the amino
acids belonged to the complementarity-determining regions (CDRs) regions. Tyr148, which belongs to CDR1 of the VL chain by
forming 4 hydrogen bonds with amino acids of the CD24 antigen, was considered an important amino acid in the CD24-scFv
complex.
Conclusions: Our bioinformatics study identified critical residues involved in antigen-antibody interaction, which could be
considered an effective strategy for creating novel efficient fragmented antibodies with improved affinities for the CD24 receptor.
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1. Background

Today, the use of bioinformatics knowledge along
with experimental studies is a necessity in biotechnology
research. Protein engineering, especially antibody
engineering via bioinformatics methods, is one of the
most important purposes for researchers (1). By using the
fast and low-cost computational technique of docking, we
can investigate the interaction between antibody-antigen
and by identifying the effective epitopes, we can design the
antigen-antibody interaction with desired characteristics
(2, 3).

Cluster of differentiation 24 (CD24), also known as a
signal converter and heat-stable antigen, is a cell adhesion

molecule in humans. This molecule is expressed on the
surface of B lymphocytes and differentiating neuroblasts
and causes the production of sialoglycoprotein (4). Cluster
of differentiation 24 is overexpressed in many tumors like
liver, breast pancreatic, prostate, ovarian, colorectal, and
renal cancer. It plays a significant role in the signaling
pathways in cancer cells. Also, this marker has been
used extensively for isolating cancer stem cells from solid
tumors (5-7). Since CD24 is involved in the invasion,
overgrowth, and metastasis of tumor cells, it could be an
important marker in tumor prognosis and diagnosis (8).
Because of variable glycosylation on CD24, it operates as
a versatile ligand in different cancer cells with various
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physiological functions that complicate its mechanisms
to understand (9). So, it seems CD24 can be a proper
candidate in the therapeutic approaches using antibodies
(10).

Many studies have investigated that the monoclonal
antibodies against CD24 enhance the chemosensitivity of
cancer cells. Therefore, with more studies and antibody
engineering, it is possible to obtain the desired antibody
against the target antigen (11). Monoclonal antibodies
(mAbs) were produced by hybridoma technology in
1975. Monoclonal antibodies have a monovalent affinity
and bind only to the specific epitope of the target
antigen and this feature causes the antibody specificity
against the desired antigen. Currently, there are many
monoclonal antibodies against pathogenic antigens on
the pharmaceutical market (12, 13). Single chain fragment
variable (scFv) is an engineered form of a full antibody
that consists of variable regions of the heavy chain (VH)
and light chain (VL) and has no constant region. The
chains are joined to each other by a flexible linker and
comprise a single chain structure (14, 15). In recent years,
antibody fragments, including single-chain antibodies,
due to having multiple advantages, have been noticed by
researchers for the treatment and targeted diagnosis of
diseases. Also, due to their small size, rapid penetration
into target cells, economical production, comfortable
genetic manipulation, and high affinity to antigens could
be worthy candidates in the diagnosis and treatment
of diseases. Also, studies have shown that scFv is a
fragmented antibody with the same antigen-binding
capacity as the complete antibody (16-20).

2. Objectives

In our previous study, the scFv against CD24 was
expressed and purified in vitro by the phage display
technique (21), the desired scFv showed affinity to the
CD24 expressing A549 cells, which was confirmed by ELISA.
In this study, using bioinformatics tools, the antigenic
epitopes and the structure of the scFv antibody selected
by phage display were investigated. Also, after modeling,
molecular docking of scFv and the CD24 antigen was done,
and the important residues of antigen and heavy and light
chains of scFv were identified. Therefore, this study could
help us design a new and more effective antibody for
therapeutic purposes.

3. Methods

3.1. Analysis of scFv and CD24 Antigen Sequence

The IMGT/V-Quest database was used to
identify the scFv amino acid sequence and the
complementarity-determining regions (CDRs) of the
VH and VL domains (22). The CD24 antigen sequence
was evaluated with the IEDB available resource
(http://www.iedb.org) and the ElliPro server for detection
of the potential B-cell linear and conformational epitopes
(23).

3.2. Modeling of scFv and CD24 Antigen

The 3-dimensional structure of the scFv antibody
was built by Sabpred Antibody Builder. In this server,
heavy and light chains were submitted and, then, the
initial model was made. We used Chimera software for
the visualization of the 3D structure of the antibody.
The 3D structure of CD24 antigen was generated, using
I-TASSER online server (24). The validity of the model
was evaluated by Ramachandran plots received from the
(http://www.ebi.ac.uk) website.

3.3. Molecular Docking of scFv and Antigen

For determining the efficient residues involved
in scFv-CD24 interaction, the Cluspro server was
used (25). In other words, a 3D model of scFv was
employed for docking with CD24. The Cluspro 2.0
(https://cluspro.bu.edu/publications.php) web server
is used for protein-protein docking. The antibody and
antigen were recognized by defining the antibody and
CD24 antigen as receptor and ligand, respectively. During
the analysis, all desired parameters were accepted. The
masking of non-CDRs choice was selected in the antibody
chains for obtaining better docking results. Thereafter, we
visualized the docking result with Chimera and identified
the significant amino acids involved in interactions in
heavy and light chains of scFv by using the PDBsum
program.

3.4. Docking Complexes Molecular Dynamics Simulation

Besides, the docked model created by Cluspro was
used for molecular dynamics (MD) simulation. To
investigate the reaction between scFv and CD24 in the
complexes, all-atom MD simulations were performed,
using the GROMACS 4.5.3 with the GROMOS96 43a1 force
field. The SPC water model was used to delineate the
water molecules. The initial structures were remarked
scFvs in complex with CD24. Berendsen temperature
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coupling method was used for regulating the inside box
temperature. To preserve the pressure of the system at
a fixed 1 bar pressure, the ParrinelloeRahman pressure
coupling method with two psbarostat time constants
was used. The computing electrostatic interactions were
evaluated by the Particle Mesh Ewald technique. The
scFv/CD24 complex was solvated in a dodecahedron
salvation box 1.2 nm from the box’s edges. For neutralizing
the systems Na and Cl, ions were added and extra ions were
added in concentrations according to the physiological
condition. After minimizing the energy by using the
steepest descent algorithm, the system was stabilized
at 500 ps of simulation in standard NVT and a 2000 ps
simulation in the isothermal-isobaric (NPT) ensembles.
The final balanced systems were subjected to 50 ns MD
simulation in an isothermal-isobaric ensemble, using the
leap-frog algorithm with an integration time step of 1 fs.
The electrostatic and Van der Waals bonds were truncated
at 10 Å. LINCS Procedure was used for checking the bond
lengths in the interactions with the hydrogen atoms. In
addition, root mean square deviation (RMSD), the radius
of gyration (Rg), and the number of hydrogen bonds were
checked to predict dynamic behavior and structural varies
of the refined antibody chain. By using Chimera software,
all visualization of the 3D structures was observed (26).

4. Results

4.1. Sequence Analysis of scFv and Antigen

According to the ELISA results in the experimental
study, the affinity of the produced scFv antibody was
1.227 µM. By using the IMGT/V-Quest database, the
VH and VL sequences of the scFv were aligned and
the complementary determining regions (CDRs) and
frameworks (FR) of the VH and VL domains were identified
(Figure 1). The CD24 antigen sequence was submitted in
IEDB resource and linear B-cell epitopes were obtained.
Also, due to the protein function depending on its 3D
structure, conformational epitopes were derived from
PDB of antigen using the ElliPro server (Tables 1 and 2).

4.2. Modeling of the scFv and CD24 Antigen

Using the I-TASSER online server, a 3D model of CD24
antigen was built (Figure 2A). The 3D model of the scFv
antibody was created by the SAbpred server. We observed
the 3D model of the antibody by the Chimera program
(Figure 2B).

The antibody 3D structure and CD24 were assessed and
authenticated with the Ramachandran diagrams resulting

from (http://www.ebi.ac.uk) website Figure 2C and D . The
antibody Ramachandran plot showed that 173 residues
(91.1%) have been situated in the favored area, 15 residues
(7.9%) in the additional allowed area, 1 residue (0.5%) in the
generously allowed area, and 0.5% of the residues were in
disallowed areas. Also, in the antigen Ramachandran plot,
54 residues (54%) in the favored regions [A,B,L], 20 amino
acids (20%) in additional allowed regions [a,b,l,p], 17 amino
acids (17%) in generously allowed regions [∼a,∼b,∼l,∼p],
and 9 residues (9%) in disallowed regions have been
located.

4.3. Molecular Docking of CD24 Antigen and scFv Antibody

Molecular docking between CD24 and the scFv was
calculated by ClusPro 2.0 to determine the interactions of
CD24 and the scFv model. The greatest model with the
lowest energy was chosen among 10 models. The models
were built and visualized by the Chimera program (Figure
3A). After docking, the important amino acids in the VH
and VL chains of scFv were determined with the PDBsum
program (Figure 3B). The obtained results were shown 9
and 6 hydrogen bonds between H and L chains with CD24
antigen, respectively.

4.4. Molecular Dynamics Simulation of scFv and CD24 Antigen
Complex

After docking, we applied the GROMACS 4.5.3 package
for the simulation of the intended docked scFv and
CD24 antigen complex. The RMSD, RG, and number of
hydrogen bonds were determined to assess the stability
status of complexes during simulations. Figure 4A depicts
the RMSD values of the complex during the simulation
period. After 30 ns of simulation, the RMSD of the
scFv-CD24 antigen reached a plateau, indicating system
equilibration. RG analysis was employed to consider the
unfolding or folding position of the complex. The low
variations in RG displayed high stability of the complex.
Figure 4B shows the stability of the docked complex after
30 ns. The number of H-bonds between scFv and antigen
(CD24) were analyzed and the results are illustrated in
Figure 4C.

5. Discussion

Computational biology is one of the most effective
tools for studying protein-ligand binding mechanisms
and investigation of antigen epitopes involved in antibody
binding in this interaction. Available bioinformatics
software and tools play a significant role in designing more
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Figure 1. Single chain variable fragment frameworks (FR) and hypervariable regions (CDR) domains. Red, orange, and purple colors display CDR1, CDR 2, and CDR 3 of VH
antibody respectively and black colors show FR regions. Also, blue, green, and dark green colors show CDR1, CDR2, and CDR3 in the VL antibody domain, and framework
regions have also been demonstrated by black colors.

Table 1. Acquisition of Linear Epitopes of CD24 Antigen

No. Chain Start End Peptide Number of Residues Score

1 A 3 14 GRFCPESPPGFV 12 0.718

2 A 82 88 TSSNSSQ 7 0.685

3 A 95 104 LAPNPTNATT 10 0.652

4 A 106 129 AAGGALQSTASLFVVSLSLLHLYS 24 0.638

5 A 17 34 AATSAVSLDPPSGEPRPG 18 0.596

6 A 39 43 GPRSA 5 0.564

Table 2. Acquisition of Conformational Epitopes of CD24 Antigen

No. Residues Score

1 A:V2, A:G3, A:R4, A:F5, A:C6, A:P7, A:E8, A:S9, A:P10, A:P11, A:G12, A:F13, A:V14, A:R15, A:V16, A:A17, A:A18, A:T19, A:S20, A:A21, A:V22, A:S23, A:L24, A:D25, A:P26,
A:P27, A:S28, A:G29, A:E30, A:P31, A:R32, A:P33, A:G34, A:P38, A:G39, A:P40, A:R41, A:S42, A:A43, A:A44, A:R46, A:G49, A:C50, A:T51, A:A52, A:P53, A:A54, A:W62,
A:E63, A:T64, A:K72, A:I73, A:S75, A:S76, A:T78, A:T82, A:S83, A:S84, A:N85, A:S86, A:S87, A:Q88, A:S89, A:G94, A:L95, A:A96, A:P97, A:N98, A:P99, A:T100, A:N101,
A:A102, A:T103, A:T104, A:K105, A:A106, A:A107, A:G108, A:G109, A:A110, A:L111, A:Q112, A:S113, A:T114, A:A115, A:S116, A:L117, A:F118, A:V119, A:V120, A:S121, A:L122,
A:S123, A:L124, A:L125, A:H126, A:L127, A:Y128, A:S129

0.58
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Figure 2. Bioinformatics analysis of the CD24 antigen and single chain variable fragment (scFv) antibody. A, 3D model of CD24 antigen by I-TASSER server; B, visualization of
the 3D model of antibody with chimera, CDR1, CDR2, and CDR3 of the VH antibody domain is red, orange, and purple respectively and CDR1, CDR2, and CDR3 of the VL antibody
domain is blue, green and dark green respectively; C, Ramachandran plots of the antigen CD24 model and; D, Ramachandran plots of the scFv models.

effective antibodies in the targeted treatment of many
cancers.

In a study in 2020, the antibody was prepared in
scFv format, and amino acids effective in binding antigen
and antibody were identified by molecular docking. The
virtual amino acid mutation was performed to improve
scFv affinity. The results showed that finding amino acids
involved in antigen-antibody interaction can be used to
modify scFv properties in vitro (27).

In another study, a scFv antibody against salbutamol
(SAL) was prepared, using the phage display method. Then,
using the docking results, scFv with high affinity to SAL
was obtained, which can be used for rapid and inexpensive
diagnosis of SAL (28).

In our previous experimental study, a specific scFv
antibody against CD24 antigen with appropriate affinity
was isolated, using phage display (21). In this in silico
study, the 3D structure of CD24 antigen and antibody were
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Figure 3. A, 3D structure of the docking complex between single chain variable fragment (scFv) antibody and cluster of differentiation 24 (CD24) antigen from the Chimera
analysis. The docking complex between the antigen (pink surface) with VL (green ribbon) and VH (purple ribbon) is shown. Yellow and red residues belong to the scFv and
epitopes of the antigen, respectively; B, Amino acids involved in the antigen–heavy chain (VH) and antigen–light chain (VL) complexes. Salt bridges, disulphide, hydrogen
bonds, and non-bonded contacts of antigen-antibody complexes are shown.

predicted. By antigen-antibody complexes analysis from
docking, the important amino acids involved in these
interactions were recognized.

Fifteen hydrogen bonds were observed between CD24
antigen and antibody residues, of which only 3 residues
(Tyr59, Tyr165, and Asn169) were located in the FW region
and the other 12 residues were located in the CDRs region.
Tyr148 in CDR 1 of the VL chain has 4 hydrogen bonds with
the CD24 antigen. Also, 9 hydrogen bonds were observed
in the VH chain and 6 bonds in the VL chain. Due to
the higher number of hydrogen bonds between the heavy
chain’s amino acid residues with the antigen compared to
the light chain, a new nanobody with higher affinity can

be designed by using the scFv heavy chain. However, more
experimental and in silico analyses are necessary in this
field.

In this regard, there are similar studies. Using an
in silico technique, Ebrahimi et al. altered the affinity
of the PLGF nanobody (17). They identified the critical
amino acids in the nanobody and subsequently developed
numerous point mutations that improved the affinity
to PLGF. High-affinity nanobody variants were generated
based on their evaluations, which were based on docking
and MD simulations.

According to another study, researchers predicted and
confirmed the VH antibody fragment interacting with
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Figure 4. A, Root Mean Square Deviation (RMSD), value of scFv- CD24 antigen complex; B, Rg value of scFv- antigen CD24 complex; and C, The number of hydrogen bonds
between VH and VL chains of single chain variable fragment (scFv) with CD24 antigen.

factor H binding protein from Neisseria meningitidis (29).
They simulated the 3D model of the VH fragment by
online server. Using the ClusPro 2.0 server, at first, the
3-dimensional structure of the related antigen was docked
to the VH fragment model. GROMACS 4.5.3 was used for
MD simulation. Secondly, the VH fragment sequence was
cloned and expressed. Then, its binding activity to the
fHbp protein was determined, using an ELISA assay and
the surface plasmon resonance (SPR) method. The results
confirmed the importance of the residues implicated in
the fHbp-VH interaction discovered in silico.

Bandehpour et al. constructed the 3D structures of 2
scFv antibodies by Kotai antibody builder. Then, the scFv
models and Mycobacterium ESAT-6 antigen were docked
by using the ClusPro 2.0 web server, and MD simulations
were performed. Significant amino acids involved in
ESAT-6antigen-antibody complexes were defined, which
belonged to the CDRs, including VL3 Asn164, VL7 Ser164,
and VH7 Asn55. So, based on these results, designing new
antibodies with affinity enhancement can proposed for
tuberculosis diagnosis (30).

5.1. Conclusions

In this study, a computational method was applied for
the determination of critical amino acids of CD24 epitopes
in the binding with the scFv by docking steps. Then, the

best docking structure of antibody-CD24 antigen was
purposed for MD simulation steps that energy screening
of the complex was measured. In silico achievement
proposes other substitutions for targeted therapy by
determining and alternating involved crucial amino
acids in interaction and designing new scFv with more
effective function to antigen, which would be helpful for
immunotherapy.

Footnotes

Authors’ Contribution: Acquisition, Analysis and
interpretation of data, S.GH; study concept and design:
SH. E; drafting of the manuscript, Z. E; administrative,
technical, and material support, M. B. All authors have
given approval to the final version of the manuscript. All
authors have given approval to the final version of the
manuscript.

Conflict of Interests: The authors declared that they have
no conflict of interest.

Ethical Approval: This study is approved by
ethical committee of Shahid Beheshti University
of Medical Sciences under the code of ethics
(IR.SBMU.RETECH.REC.1400.654).

Funding/Support: The project was funded by Cellular
and Molecular Biology Research Center Shahid Beheshti

Int J Cancer Manag. 2023; 16(1):e136917. 7

https://ethics.research.ac.ir/EthicsProposalViewEn.php?id=233294


Ghani S et al.

University of Medical Sciences (grant number, 30410).

References

1. Gustafsson C, Govindarajan S, Minshull J. Putting engineering
back into protein engineering: bioinformatic approaches
to catalyst design. Curr Opin Biotechnol. 2003;14(4):366–70.
[PubMed ID: 12943844]. https://doi.org/10.1016/s0958-1669(03)00101-
0.

2. Bandehpour M, Yarian F, Ahangarzadeh S. Bioinformatics evaluation
of novel ribosome display-selected single chain variable fragment
(scFv) structure with factor H binding protein through docking.
Journal of Theoretical and Computational Chemistry. 2017;16(3):1750021.
https://doi.org/10.1142/s0219633617500213.

3. Ghani S, Bandehpour M, Yarian F, Baghaei K, Kazemi B. Production of a
Ribosome-Displayed Mouse scFv Antibody Against CD133, Analysis of
Its Molecular Docking, and Molecular Dynamic Simulations of Their
Interactions. Appl Biochem Biotechnol. 2023. [PubMed ID: 37410352].
https://doi.org/10.1007/s12010-023-04609-4.

4. Liu C, Zheng S, Shen H, Xu K, Chen J, Li H, et al. Clinical significance
of CD24 as a predictor of bladder cancer recurrence. Oncol Lett.
2013;6(1):96–100. [PubMed ID: 23946784]. [PubMed Central ID:
PMC3742810]. https://doi.org/10.3892/ol.2013.1357.

5. van de Peppel J, Schaaf GJ, Matos AA, Guo Y, Strini T, Verschoor W, et al.
Cell Surface Glycoprotein CD24 Marks Bone Marrow-Derived Human
Mesenchymal Stem/Stromal Cells with Reduced Proliferative and
Differentiation Capacity In Vitro. Stem Cells Dev. 2021;30(6):325–36.
[PubMed ID: 33593128]. [PubMed Central ID: PMC7984936]. https://doi.
org/10.1089/scd.2021.0027.

6. Rao CV, Mohammed A. New insights into pancreatic cancer stem cells.
World J Stem Cells. 2015;7(3):547–55. [PubMed ID: 25914762]. [PubMed
Central ID: PMC4404390]. https://doi.org/10.4252/wjsc.v7.i3.547.

7. Yang CH, Wang HL, Lin YS, Kumar KP, Lin HC, Chang CJ, et
al. Identification of CD24 as a cancer stem cell marker in
human nasopharyngeal carcinoma. PLoS One. 2014;9(6). e99412.
[PubMed ID: 24955581]. [PubMed Central ID: PMC4067285].
https://doi.org/10.1371/journal.pone.0099412.

8. Altevogt P, Sammar M, Huser L, Kristiansen G. Novel insights
into the function of CD24: A driving force in cancer. Int
J Cancer. 2021;148(3):546–59. [PubMed ID: 32790899]. https:
//doi.org/10.1002/ijc.33249.

9. Jaggupilli A, Elkord E. Significance of CD44 and CD24 as cancer
stem cell markers: an enduring ambiguity. Clin Dev Immunol.
2012;2012:708036. [PubMed ID: 22693526]. [PubMed Central ID:
PMC3369436]. https://doi.org/10.1155/2012/708036.

10. Eyvazi S, Kazemi B, Dastmalchi S, Bandehpour M. Involvement
of CD24 in Multiple Cancer Related Pathways Makes It an
Interesting New Target for Cancer Therapy. Curr Cancer Drug Targets.
2018;18(4):328–36. [PubMed ID: 28820056]. https://doi.org/10.2174/
1570163814666170818125036.

11. Chen C, He Z, Sai P, Faridi A, Aziz A, Kalavar M, et al. Inhibition
of human CD24 binding to platelet-bound P-selectin by
monoclonal antibody. Proc West Pharmacol Soc. 2004;47:28–9.
[PubMed ID: 15633604].

12. Singh S, Kumar NK, Dwiwedi P, Charan J, Kaur R, Sidhu P,
et al. Monoclonal Antibodies: A Review. Curr Clin Pharmacol.
2018;13(2):85–99. [PubMed ID: 28799485]. https://doi.org/10.2174/
1574884712666170809124728.

13. Ebrahimi Z, Arezumand R, Ramazani A. Nanobody as a new
generation of functional proteins. Iran J Pharm Sci. 2018;14(3):91–106.
https://doi.org/10.22034/ijps.2018.35933.

14. Monnier P, Vigouroux R, Tassew N. In Vivo Applications of
Single Chain Fv (Variable Domain) (scFv) Fragments. Antibodies.
2013;2(4):193–208. https://doi.org/10.3390/antib2020193.

15. Lombardi A, Gianese G, Arcangeli C, Galeffi P, Sperandei M.
Bacterial cytoplasm production of an EGFP-labeled single-chain
Fv antibody specific for the HER2 human receptor. J Biomol
Struct Dyn. 2011;29(3):425–39. [PubMed ID: 22066531]. https:
//doi.org/10.1080/07391102.2011.10507396.

16. Zhang F, Chen Y, Ke Y, Zhang L, Zhang B, Yang L, et al. Single Chain
Fragment Variable (scFv) Antibodies Targeting the Spike Protein
of Porcine Epidemic Diarrhea Virus Provide Protection against
Viral Infection in Piglets. Viruses. 2019;11(1). [PubMed ID: 30646521].
[PubMed Central ID: PMC6356844]. https://doi.org/10.3390/v11010058.

17. Ebrahimi Z, Asgari S, Ahangari Cohan R, Hosseinzadeh R,
Hosseinzadeh G, Arezumand R. Rational affinity enhancement
of fragmented antibody by ligand-based affinity improvement
approach. Biochem Biophys Res Commun. 2018;506(3):653–9.
[PubMed ID: 30454702]. https://doi.org/10.1016/j.bbrc.2018.10.127.

18. Ministro J, Manuel AM, Goncalves J. Therapeutic Antibody
Engineering and Selection Strategies. Adv Biochem Eng Biotechnol.
2020;171:55–86. [PubMed ID: 31776591]. https://doi.org/10.1007/
10 2019 116.

19. Ghani S, Bahrami S, Rafiee B, Eyvazi S, Yarian F, Ahangarzadeh S, et
al. Recent developments in antibody derivatives against colorectal
cancer; A review. Life Sci. 2021;265:118791. [PubMed ID: 33220288].
https://doi.org/10.1016/j.lfs.2020.118791.

20. Ghani S, Deravi N, Pirzadeh M, Rafiee B, Gatabi ZR, Bandehpour
M, et al. Antibody Fragment and Targeted Colorectal Cancer
Therapy: A Global Systematic Review. Curr Pharm Biotechnol.
2022;23(8):1061–71. [PubMed ID: 34375187]. https://doi.org/10.2174/
1389201022666210810104226.

21. Eyvazi S, Kazemi B, Bandehpour M, Dastmalchi S. Identification
of a novel single chain fragment variable antibody targeting
CD24-expressing cancer cells. Immunol Lett. 2017;190:240–6.
[PubMed ID: 28866120]. https://doi.org/10.1016/j.imlet.2017.08.028.

22. Lefranc MP, Ehrenmann F, Kossida S, Giudicelli V, Duroux
P. Use of IMGT((R)) Databases and Tools for Antibody
Engineering and Humanization. Methods Mol Biol. 2018;1827:35–69.
[PubMed ID: 30196491]. https://doi.org/10.1007/978-1-4939-8648-4 3.

23. Verma S, Sugadev R, Kumar A, Chandna S, Ganju L, Bansal A.
Multi-epitope DnaK peptide vaccine against S.Typhi: An in silico
approach. Vaccine. 2018;36(28):4014–22. [PubMed ID: 29861180]. https:
//doi.org/10.1016/j.vaccine.2018.05.106.

24. Zheng W, Zhang C, Bell EW, Zhang Y. I-TASSER gateway: A protein
structure and function prediction server powered by XSEDE. Future
Gener Comput Syst. 2019;99:73–85. [PubMed ID: 31427836]. [PubMed
Central ID: PMC6699767]. https://doi.org/10.1016/j.future.2019.04.011.

25. Alekseenko A, Ignatov M, Jones G, Sabitova M, Kozakov D.
Protein-Protein and Protein-Peptide Docking with ClusPro
Server. Methods Mol Biol. 2020;2165:157–74. [PubMed ID: 32621224].
https://doi.org/10.1007/978-1-0716-0708-4 9.

26. Rodriguez-Guerra Pedregal J, Marechal JD. PyChimera: use UCSF
Chimera modules in any Python 2.7 project. Bioinformatics.
2018;34(10):1784–5. [PubMed ID: 29340616]. https://doi.org/10.1093/
bioinformatics/bty021.

27. Xie S, Wang J, Yu X, Peng T, Yao K, Wang S, et al. Site-directed
mutations of anti-amantadine scFv antibody by molecular dynamics
simulation: prediction and validation. J Mol Model. 2020;26(3):49.
[PubMed ID: 32020367]. https://doi.org/10.1007/s00894-020-4286-y.

28. Hu S, Yang G, Chen Z, Li Q, Liu B, Liu M, et al. Docking guided
phase display to develop fusion protein with novel scFv and
alkaline phosphatase for one-step ELISA salbutamol detection.

8 Int J Cancer Manag. 2023; 16(1):e136917.

http://www.ncbi.nlm.nih.gov/pubmed/12943844
https://doi.org/10.1016/s0958-1669(03)00101-0
https://doi.org/10.1016/s0958-1669(03)00101-0
https://doi.org/10.1142/s0219633617500213
http://www.ncbi.nlm.nih.gov/pubmed/37410352
https://doi.org/10.1007/s12010-023-04609-4
http://www.ncbi.nlm.nih.gov/pubmed/23946784
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3742810
https://doi.org/10.3892/ol.2013.1357
http://www.ncbi.nlm.nih.gov/pubmed/33593128
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7984936
https://doi.org/10.1089/scd.2021.0027
https://doi.org/10.1089/scd.2021.0027
http://www.ncbi.nlm.nih.gov/pubmed/25914762
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4404390
https://doi.org/10.4252/wjsc.v7.i3.547
http://www.ncbi.nlm.nih.gov/pubmed/24955581
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4067285
https://doi.org/10.1371/journal.pone.0099412
http://www.ncbi.nlm.nih.gov/pubmed/32790899
https://doi.org/10.1002/ijc.33249
https://doi.org/10.1002/ijc.33249
http://www.ncbi.nlm.nih.gov/pubmed/22693526
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3369436
https://doi.org/10.1155/2012/708036
http://www.ncbi.nlm.nih.gov/pubmed/28820056
https://doi.org/10.2174/1570163814666170818125036
https://doi.org/10.2174/1570163814666170818125036
http://www.ncbi.nlm.nih.gov/pubmed/15633604
http://www.ncbi.nlm.nih.gov/pubmed/28799485
https://doi.org/10.2174/1574884712666170809124728
https://doi.org/10.2174/1574884712666170809124728
https://doi.org/10.22034/ijps.2018.35933
https://doi.org/10.3390/antib2020193
http://www.ncbi.nlm.nih.gov/pubmed/22066531
https://doi.org/10.1080/07391102.2011.10507396
https://doi.org/10.1080/07391102.2011.10507396
http://www.ncbi.nlm.nih.gov/pubmed/30646521
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6356844
https://doi.org/10.3390/v11010058
http://www.ncbi.nlm.nih.gov/pubmed/30454702
https://doi.org/10.1016/j.bbrc.2018.10.127
http://www.ncbi.nlm.nih.gov/pubmed/31776591
https://doi.org/10.1007/10_2019_116
https://doi.org/10.1007/10_2019_116
http://www.ncbi.nlm.nih.gov/pubmed/33220288
https://doi.org/10.1016/j.lfs.2020.118791
http://www.ncbi.nlm.nih.gov/pubmed/34375187
https://doi.org/10.2174/1389201022666210810104226
https://doi.org/10.2174/1389201022666210810104226
http://www.ncbi.nlm.nih.gov/pubmed/28866120
https://doi.org/10.1016/j.imlet.2017.08.028
http://www.ncbi.nlm.nih.gov/pubmed/30196491
https://doi.org/10.1007/978-1-4939-8648-4_3
http://www.ncbi.nlm.nih.gov/pubmed/29861180
https://doi.org/10.1016/j.vaccine.2018.05.106
https://doi.org/10.1016/j.vaccine.2018.05.106
http://www.ncbi.nlm.nih.gov/pubmed/31427836
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6699767
https://doi.org/10.1016/j.future.2019.04.011
http://www.ncbi.nlm.nih.gov/pubmed/32621224
https://doi.org/10.1007/978-1-0716-0708-4_9
http://www.ncbi.nlm.nih.gov/pubmed/29340616
https://doi.org/10.1093/bioinformatics/bty021
https://doi.org/10.1093/bioinformatics/bty021
http://www.ncbi.nlm.nih.gov/pubmed/32020367
https://doi.org/10.1007/s00894-020-4286-y


Ghani S et al.

Front Microbiol. 2023;14:1190793. [PubMed ID: 37250048]. [PubMed
Central ID: PMC10213401]. https://doi.org/10.3389/fmicb.2023.1190793.

29. Rafighdoust H, Ahangarzadeh S, Yarian F, Taheri RA, Lari A,
Bandehpour M, et al. Bioinformatics prediction and experimental
validation of VH antibody fragment interacting with Neisseria
meningitidis factor H binding protein. Iran J Basic Med Sci.
2020;23(8):1053–8. [PubMed ID: 32952952]. [PubMed Central ID:

PMC7478258]. https://doi.org/10.22038/ijbms.2020.44007.10318.
30. Bandehpour M, Ahangarzadeh S, Yarian F, Lari A, Farnia P. In

silicoevaluation of the interactions among two selected single chain
variable fragments (scFvs) and ESAT-6 antigen ofMycobacterium
tuberculosis. J TheorComputChem. 2017;16(8):1750069. https://doi.org/
10.1142/s0219633617500699.

Int J Cancer Manag. 2023; 16(1):e136917. 9

http://www.ncbi.nlm.nih.gov/pubmed/37250048
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC10213401
https://doi.org/10.3389/fmicb.2023.1190793
http://www.ncbi.nlm.nih.gov/pubmed/32952952
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7478258
https://doi.org/10.22038/ijbms.2020.44007.10318
https://doi.org/10.1142/s0219633617500699
https://doi.org/10.1142/s0219633617500699

	Abstract
	1. Background
	2. Objectives
	3. Methods
	3.1. Analysis of scFv and CD24 Antigen Sequence 
	3.2. Modeling of scFv and CD24 Antigen
	3.3. Molecular Docking of scFv and Antigen
	3.4. Docking Complexes Molecular Dynamics Simulation

	4. Results
	4.1. Sequence Analysis of scFv and Antigen 
	Figure 1
	Table 1
	Table 2

	4.2. Modeling of the scFv and CD24 Antigen 
	Figure 2

	4.3. Molecular Docking of CD24 Antigen and scFv Antibody
	Figure 3

	4.4. Molecular Dynamics Simulation of scFv and CD24 Antigen Complex
	Figure 4


	5. Discussion
	5.1. Conclusions

	Footnotes
	Authors' Contribution: 
	Conflict of Interests: 
	Ethical Approval: 
	Funding/Support: 

	References

