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Abstract: The novel coronavirus (SARS-CoV-2) is a human pathogen recently emerged in
China, causing a global pandemic of severe respiratory illness (COVID19). SARS-CoV-2
makes entry in to human cells through its spike (S) protein that binds to cell surface
receptors. Widespread of SARS-CoV-2 has been attributed to high affinity of S protein to its
receptor. A homology model of the receptor binding domain of SARS-CoV-2 S protein
(RBD) was built. RBD- receptor docking and published molecular dynamics data were used
to map the key RBD-receptor interaction hotspot (RBDhp) on the RBD. Primary virtual
screening was carried out against RBDhp using more than 3300 compounds approved by U.S
Food and Drug Administration (FDA) and other authorities for human use. Compounds that
bind to hpRBD with a binding energy ≤ - 6.5 kcal/mol were subjected to secondary screening
using a recently published cryo EM (2.9 Å) structure of RBD. A cardiac glycoside (dgitoxin),
two anthracyclines (zorubicin and aclarubicin), a tetracycline derivative (rolitetracycline), a
cephalosporin (cefoperazone) and a food dye (E-155) were predicted to be most potent
inhibitors of RBD – receptor interaction. An anti-asthmatic drug (zafirlukast) and several
other drugs (itrazol, fazadinium, troglitazone, gliquidone, Idarubicin, Oxacillin) were found
to be high affinity binders that may have a potential to inhibit RBD – receptor interaction.

Keywords: Flue; Virus; COVID19; SARS CoV-2; Spike Protein; Virtual Screening;
dgitoxin, anthracycline, rolitetracycline, E-155

© 2020 by the author(s). Distributed under a Creative Commons CC BY license.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 23 March 2020

doi:10.20944/preprints202003.0042.v2

1. Introduction
The outbreak of coronavirus disease (COVID-19) which was first reported from Wuhan,
China has been spreading around the world [1]. World Health organization has declared the
SARS-CoV-2 as a Public Health Emergency of International Concern (PHEIC) on the 30th of
January 2020 by considering its rapid transmission from human to human and spread into
many of the continents [2-3]. It has now been recognized by WHO as a global pandemic
making it the first pandemic caused by a coronavirus [4]. Currently the number of confirmed
infections around the world stands at 167 511while a total of 6606 lives have been claimed
since its initial outbreak in December 2019 [4].
Currently there are more than 350 genome sequences of SARS-CoV-2 that have been shared
on the online platform Global Initiative on Sharing All Influenza Data (GISAID). The 30,000
base-pair genome of SARS-CoV 2 shows that the virus is adequately divergent from SARSCoV; a human-infecting beta-coronavirus that caused an epidemic in 2003 [5]. Further, based
on the genome variations located in open reading frame 8 (for which the function is yet
unknown), Tang and others have identified two viral linages which are named as L and S
which are likely to be evolved in early stages of outbreak in china [6]. Like other viruses,
SARS-CoV-2 evolves over time introducing random mutations. While the mutation rate for
SARS-CoV-2 has not been calculated accurately it has been suggested to have moderate to
high mutation rate when compared to other members of single-stranded RNA viruses [7].
SARS-CoV-2 binds to the human angiotensin converting enzyme 2 (ACE-2) receptor through
densely glycosylated spike (S) protein as the initiation step of the entry mechanism to human
cells [8-9]. The S protein of SARS-CoV-2 binds ACE-2 through its receptor binding domains
(RBD) and the RBD – up conformation of the S protein is a prerequisite for the formation of
RBD-ACE-2 complex [9]. Divergence of SARS-CoV-2 RBD amino acid sequence from
other corona viruses and RBD-ACE-2 binding experiments has given implications on
relatively high affinity viral binding to host cell receptors [9].
High affinity RBD-ACE-2 binding has been suggested among other factors for wide spared
of SARS-CoV-2. Although highly important drug target, unavailability of a high-resolution
crystal structure and solvent accessible binding surface has made it a tedious target for virtual
screening and drug design[10]. Cryo EM structure of SARS-CoV-2 S protein (pre fusion
down conformation) has been published at 3.5 Å resolution [9]. Availability of several high
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resolution X-ray crystal structures of SARS CoV S protein (UP conformation) in complexed
with ACE-2, structural rigidity and high degree of sequence similarity of RBDs warrants us
to generate reasonably accurate homology models for drug screening. In the current study
more than 3000 compounds approved by various regulatory authorities including U.S. Food
and Drug Administration (FDA) were screened against an optimized homology model of the
SARS-CoV-2 S protein RBD. After publishing our initial work in the first version of the
preprint [11] a 2.9 Å cryo EM structure (PDB 6m17) of RBD-ACE-2 complex have been
published [12]. High resolution of 6m17 and law temperate factor of the RBD-ACE-2
interface warranted carrying out a second round of screening using the new cryo EM
structure.
2. Results and discussion
2.1. Molecular modeling
Spike protein was selected for virtual screening instead of selecting ACE -2 receptor since
compounds that block ACE -2 receptor is known to have modulatory effect on blood
pressureand several other cardiovascular system related side effects [13]. Cryo EM map of
SARS-CoV-2 S protein has been published in receptor unbound pre fusion conformation at a
resolution of 3.5 Ao [9]. The Cryo EM structure reflects the high degree of structural
homology between SARS-CoV-2 RBD and SARS- CoV RBD having a RMSD value of 3.0
Å [9]. Low resolution and the conformational considerations of Cryo EM structure published
by Wrapp et al, makes it an unreliable structure for virtual screening [9]. Therefore, a
homology model was generated using high-resolution crystal structure of the SARS –CoV
(PDB ID:2AJF) in ACE-2 bound up confirmation. Energy minimized homology model used
for the screening showed a Cα RMSD of 1.47 Å betweenthe RBD domains of SARS-CoV-2
and the SARS-CoV.
2.2. Identification of Ligand Binding Site
Analysis of interaction surface of RBD-ACE2 in chimera showed strong H bonding at TYR
505 which is well exposed indicating an initial contact point with ACE-2. Further polar
interactions were observed at THR 500, ASN 501, GLY 502, TYR 449, GLN 493 and GLN
498. This approach gives interactions in consistence with pervious protein - protein docking
data [14] and data arising from MD experiments [15]. Further surface analysis of the
structure reveled Arg 439 > ASN 439 mutation on one side of the structure that is protruding
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(SpkP) from the rest of the S protein (Figure 1). This mutation seems to significantly weaken
the hydrogen bond formed by residue number 439. Therefore, the key interactions were
restricted to one side of SpkP. (Figure 1). For THR 500, ASN 501, GLN 498, observations
were in consistence with the RBD-ACE-2 interactions observed in the most recent
publication of cryo EM structure 6m17 [12]. A comparison of binding residues is given in
figure 1.
We took the advantage of ARG439> ASN 439 mutation in SARS-CoV-2 to define a potent
inhibitor binding site on the side opposite to ASN 439. The ligand binding site spanned from
GLN 498 through GLN 493 and Tyr 505 and ending in a hydrophobic pocket consisting LEU
555, ILE 418 and hydrophobic regions of LYS 417, TYR 421 and TYR 453. (Figure 1).

Figure 1- Ligand binding site (hpRBD, white color dotted circle) on the SARS-CoV-2
receptor binding domain (RBD) used for virtual screening. a. Homology model of RBD
(RBD-HM, template- 2AJF). b. Cryo EM structure of RBD at 2.9 Å resolution (6m17). Red
color resides are the previously identified key binding residues [11,15]. Magenta color
residues are the resides that form polar RBD-ACE-2 interactions observable in 6m17. Red
dotted circle shows the open hydrophobic pocket of BRD-HM which is closed in 6m17.
2.3. Virtual Screening
Protein ligand interaction analysis was carried out for hits (binding energy ≤ -6.5 kcal/mol)
resulting from secondary screening. According to our previous experience with protein-
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protein interaction inhibitors, a two hit hypothesis (targeting at least two key resides that form
polar proteins – protein interactions) was employed to select potent inhibitors of S protein
and ACE-2. This approach when coupled with high energy binding, provides a better
approach for inhibiting relatively strong protein-protein interactions that span through large
surface area. Detailed list of interactions formed by the hits identified in the current study are
given in table 1.
Digitoxin, (ZINC accession - 8101077) a FDA approved cardiac glycoside formed hydrogen
bonds with four residues critical in forming RBD-ACE-2 interaction (table 1, figure 3a). This
lowest energy pose had a binding energy value of -7.6 kcal/mol indicating its potential as a
RBD-ACE-2 interaction inhibitor. Digitoxin is used in the treatment and management of
cardiac congestion, arrhythmias and heart failure (used in place of digoxin) [16]. Use of
digitoxin is decreasing owing to the availability of better replacement drugs and some toxic
properties (anorexia, nausea and vomiting) [16-17].
The first and second binding poses and fifth binding pose of zorubicin (ZINC accession 03831623) exhibited interesting interactions (table 1, figure 3 b-d). In particular, the pose one
was observed to form hydrogen bonds with Gln 498 and Thr 500 that have been
experimentally elucidated to form most important strong polar interactions with ACE-2 [12].
Thus the compound picks two most critical residues through hydrogen bonds while forming
hydrophobic interactions with Gln493 and Tyr 505. Zorubicin is classified in the zinc library
as a world drug (not approved by FDA) and it is approved in several European countries
including France for the treatment of acute leukemia [18].
Aclarubicin (ZINC accession - 08101054) is an anthracycline drug (world drug not approved
by FDA) that is similar to zorubicin. It is used with cytarabine in Japan, China and India for
the treatment of different acute myeloid leukemia conditions [19]. Hydrogen bonds were
observed at Gln 498 and Try 453, Gln493 and Tyr 449 in the lowest energy binding pose of
aclarubicin. Thus we provide strong evidence that the aclarubicin is a potent candidate for the
inhibition of RBD -ACE-2 interaction. (Table 1). However anthracycline drugs such as
zorubicin and aclarubicin are known to cause cardiac toxicity, inhibition of DNA replication
and repair when used for a longer period of time [18,20]
Rolitetracycline (ZINC accession - 3831437) is a FDA approved broad-spectrum tetracycline
antibiotic particularly used for parenteral administration in cases requiring elevated
concentrations. At the therapeutic concentrations rolitetracycline does not cause toxic effects.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 23 March 2020

doi:10.20944/preprints202003.0042.v2

[21]. The first and the second lower energy binding poses of rolitetracycline interacted with
at least two key resides forming hydrogen bonds (table 1, figure 3 e). In both poses, strong
hydrogen bonds were observed with Tyr 453. Therefor rolitetracycline is a potent candidate
for the inhibition RBD -ACE-2 interaction.
E-115 (Brown HT) is a common food dye (bis-azo dye) authorized as a food additive in the
European Union (EU) [22]. Lowest energy poses showed hydrogen bonding with key
residues Gln 498 and Asn 501 while the second lowest energy binding pose showed hydrogen
bonding with key residues Thr 500 and Asn 501. Thus the current strudy provide evidence for
E 155 as a potent candidate for the inhibition RBD -ACE-2 interaction. (Table 1, figure 3 f).
Cefoperazone is a FDA approved beta-lactam antibiotic used in the treatment of various
bacterial infections including respiratory tract infections. While the clinical use of
cefoperazone is discontinued in the US, It is commonly available in several European
countries for therapeutic use. First, second and the fourth binding poses of cefoperazone
showed hydrogen bonding with key residues. Lowest energy poses showed hydrogen bonding
with key residues Tyr 449 and Gln 493 while the second lowest energy binding pose showed
hydrogen bonding with Gln 493 and Asn 501. In the fourth binding pose, hydrogen bonds
were observed with Lys 417, Tyr 453, Gln 493 and Asn 501. (Table 1, figure 3 g) indicating
the potential of cefoperazone as a potent RBD -ACE-2 interaction inhibitor.
Interestingly a commonly used anti asthmatic drug (zafirlukast) was predicted to bind with
high affinity (-7.4 kcal/mol). Zafirlukast forms hydrogen bond with only one key residue
(applies to all poses) while in all the poses zafirlukast stand in the binding site giving steric
hindrance to key residues (not shown). Therefore, considering the high affinity and its
common use as an asthmatic drug, zafirlukast may be tested on COVID 19 patients without
waiting for in vitro data.
Further, an azole antifungal (itrazol) a phenylimidazole muscle relaxant (fazadinium) a 1benzopyran antidiabetic drug (Troglitazone), an antidiabetic sulfonylurea drug (gliquidone)
an anthracycline antineoplastic drug (Idarubicin) and a beta-lactam antibiotic (Oxacillin)
were found to be high affinity binders that may have the potential to inhibit RBD – receptor
interaction (table 1).
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Table 1. Compounds that bind (binding energy ≤ -6.5 kcal/mol) and position within the
ligand binding site (RBDhp). BE = binding energy (pose number is given in brackets), HB =
hydrogen bonding. HP = Hydrophobic interaction, ΠS = phi-phi stacking. Lengths of
hydrogen bonds are given as donor -acceptor distance (>3.5 Å bonds are shown in gray
color). Common names were retrieved from without considering chiral nature.
Zinc

Common name Binding

accession

(Drug Bank/

energy

Number

PubChem)

(kcal/m

Lys

Tyr Tyr

Gln

Gln

Thr Asn

Tyr

ol)

417

449

453

493

498

500

501

505

Digitoxin

-7.6(0)

-

3.0

-

3.9

-

-

3.6

3.0

03831623 Zorubicin

-7.6(0)

-

4.0

2.2

-

-

-

-7.4(1)

-

3.9

HP

2.9

3.1

4.0

-7.2(5)

-

3.9

2.7

2.9

3.6

-

3.7

08101054 Aclarubicin

-6.6(0)

-

2.8

3.3

3.3

2.9

-

-

03831437 Rolitetracycline

-6.6(0)

HP

-

2.9

-

-

-

-

-

Other compounds

Compounds that form HB with ≥2 key residues

8101077

Interactions with key binding site residues and
bond lengths (Å)

HP

3.0

03830332 E155

03830429 Cefoperazone

-6.6(1)

-

2.6

2.9

2.3

-

-

2.6

-

-7.9(0)

-

-

-

-

3.2

-

3.9

ΠS

-7.6(1)

-

-

-

3.8

3.1

ΠS

-7.0(0)
-6.8(1)

-

-

-

2.8

-

3.1

-

-

-

ΠS

-

3.8

3.0

-

-

3.3

ΠS

3.8
-6.6(4)

1.9

-

2.9

2.8

2.1

-

-

2.4

3.0

-

-

3.0

-

03830973 Itrazol

-6.6(3)

00896717 Zafirlukast

-7.4(0)

-

2.8

-

-

-

03830826 Fazadinium

-7.4(0)

-

-

HP

-

3.2

ΠS

-7.4(1)

-

-

HP

-

3.2

ΠS

2.6

-

-

-

-

-

-

-

01482077 Gliquidone

-7.0(4)

-

00968277 Troglitazone

-6.8(2)

00968279 Troglitazone

-6.7(4)

-

2.9

-

-

-

11678097 Idarubicin

-6.7(0)

-

-

-

3.2

-

01530747 Oxacillin

-6.6(0)

-

-

2.3

-

-

-

-

3.3

3.0

-
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Figure 2. Structures and chirality of inhibitors that form at least two hydrogen bonds with key
target residues of RBD. a. Digitoxin (8101077), b. Zorubicin (03831623), C. Aclarubicin
(08101054) d. E155 (03830332), e. Rolitetracycline (03831437) f. Cefoperazone
(03830429)
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Figure 3. Binding poses of compounds listed in table 1, a. digitoxin (0), b-d. zorubicin
(0,1,5), e-f. Rolitetracycline (0.1), g. Aclarubicin (0), h-i. E115 (0.1) j-l. cefoperazone.
3. Materials and method
3.1. Compound library, software and hardware.
The compound library (3350 compounds) was originally prepared for FightAIDS@Home
project by Stefano Forli at Scripps Research Institute (TSRI, La Jolla, CA) [23]. The library
containing geometry optimized 3D structures of all the tautomers and enantiomers of
approved compounds (FDA and other world authorities) was downloaded from Zinc database
(http://zinc.docking.org/pdbqt/

accessed in December 2017) and available on the local

server for screening.
Swiss Model [24] was used to generate homology models. For virtual screening, autodock
vina program [25] in the academic distribution of PyRx [26] was run in the local server
computer (Intel Xeon CPU E5-2420 v2, 2.2 GHz,12 core processor, 32 GB RAM, Ubuntu
OS 16.04 LTS). For protein structure manipulation, comparison and binding pose analysis,
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Chimera v 1.14 [15] was run on a personal computer (Intel® Core™ i7-3540M processor ,4
GB ram, windows 10). Protein Ligand Interaction Profiler (PLIP) web server [27] was used
for detailed analysis of protein-ligand complexes.
3.2. Molecular modeling
Homology models of the RBD was constructed using the crystal structure (2.9 Å) of RBD of
SARS CoV (RBD domain complexed with ACE2 (PDB: 2AJF_E) as the template (76.47%
sequence identity.). As previous studies have shown to preserve key interactions between
RBD and ACE-2 of SARS CoV and SARS-CoV-2, RBDs of SARS-CoV-2 (homology
model) and SARS CoV (2AJF_E) were superimposed on RBD of SARS CoV using match
maker function of chimera. Resulted RBD – ACE-2 complex was then energy minimized
using chimera (400 steps of steepest descents, 50 steps of conjugated descents) while keeping
the backbone of the ACE-2 fixed [28,29] using general Amber force field [30] to obtain the
final homology model of the RBD (RBD-HM). Instead of using conformational ensembles
derived from complete molecular dynamic (MD) simulations or structures derived from
simulated annealing [31], the single model generated using the afore mentioned approach was
selected for virtual screening as it provides adequate evidence for a reliable model for virtual
screening (see section 2).
3.3. Primary Screening
Autodock Vina Grid Box was set to cover all the residues of RBD-HM that form key
interactions with ACE-2 (center X= 166.39, Y = 170, 405, Z = 135.72, dimensions X = 28.91
Y = 28.59, Z = 28.55). Finally, all the ligands were docked using the Lamarckian genetic
algorithm as scoring function. TYR 449, GLN 493, GLN 498, THR 500, TYR 501 and TYR
505 were made flexible and the other parameters were default values.
3.4. Secondary Screening
After carrying out the primary screening, ligands having binding energy values less than -6.5
kcal/mol were used for secondary screening against 6m17. For the secondary screening the
RBD of 6m17 chain E was retained and other polypeptide chains and water molecules were
removed. Screening was carried out using the same method as described in section 2.2.
Binding poses having binding energy vale ≤ -6.5 kcal/mol were characterized using view
dock function in chimera and PLIP web server to identify the profile of protein -ligand
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interactions. Compounds that fit in to the binding site and form polar interactions with at least
two critical residues were considered as potent inhibitors of RBD-ACE-2 interaction.
4. Conclusion
In conclusion, a cardiac glycoside (dgitoxin), Four antibiotics; two anthracyclines (zorubicin
and aclarubicin), a tetracycline derivative (rolitetracycline) and a cephalosporin
(cefoperazone), a food dye (E-155) were predicted to be potent inhibitors of RBD – receptor
interaction based on the selection criteria used. A commonly used anti-asthmatic drug
(zafirlukast) and several other drugs (itrazol, fazadinium, troglitazone, gliquidone, idarubicin,
oxacillin) were found to be high affinity binders that may have potential to inhibit RBD –
receptor interaction. Results of present study suggest the potential of these compounds as
prophylactic medication or use in preventive countermeasures.
5. Compliance and ethics
The authors declare that they have no conflict of interest.
6. Acknowledgement
Mr. Kanchana Senanayake. Assistant network manager of the Institute of Biochemistry,
Molecular Biology and Biotechnology for providing computing facility
7. References
1. Chan JF, Yuan S, Kok KH, To KK, Chu H, Yang J, Xing F, Liu J, Yip CC, Poon RW, Tsoi
HW, Lo SK, Chan KH, Poon VK, Chan WM, Ip JD, Cai JP, Cheng VC, Chen H, Hui CK,
Yuen KY. (2020) A familial cluster of pneumonia associated with the 2019 novel coronavirus
indicating person-to-person transmission: a study of a family cluster. Lancet. 395:514-523
2. Sun K, Chen J, Viboud C. Early epidemiological analysis of the coronavirus disease 2019
outbreak based on crowdsourced data: a populationlevel observational study. Lancet Digital
Health 2020 Published Online February 20, 2020 https://doi.org/10.1016/ S25897500(20)30026-1.
3. World Health Organization (a), Coronavirus disease 2019 (COVID-19) Situation Report –
38. 27.02.2020. Accessed online on 28th February 2020.https://www.who.int/docs/defaultsource/coronaviruse/situation-reports/20200227-sitrep-38-covid-19.pdf?sfvrsn=9f98940c_2
4. World Health Organization (b), Coronavirus disease 2019 (COVID-19) Situation Report –
56.16.03. 2020. https://www.who.int/docs/default-source/coronaviruse/situationreports/20200316-sitrep-56-covid-19.pdf?sfvrsn=9fda7db2_2

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 23 March 2020

doi:10.20944/preprints202003.0042.v2

5. Lu R, Zhao X, Li J, Niu P, Yang B, et al. Genomic characterisation and epidemiology of
2019 novel coronavirus: implications for virus origins and receptor binding. Lancet 2020;
395: 565–74.
6. Tang X, Wu C, Li X, Song Y, Yao X, Wu X, Duan Y, Zhang H, Wang Yi, Qian Z, Cui J,
Lu J, On the origin and continuing evolution of SARS-CoV-2, National Science Review,
nwaa036, https://doi.org/10.1093/nsr/nwaa036
7. Amodio E, Vitale F, Cimino L, Casuccio A Tramuto F, Outbreak of Novel Coronavirus
(SARS-Cov-2):First Evidences From International Scientific Literature and Pending
Questions Healthcare 2020, 8, 51; doi:10.3390/healthcare8010051
8. Liu C, Zhou Q, Li Y, Garner L.V, Watkins S.P, Carter, L.J.Smoot J, Gregg A C,Daniels A
D, Jervey S, Albaiu D. Research and Development on Therapeutic Agents and Vaccines for
COVID-19 and Related Human Coronavirus Diseases. ACS Central Science. 2020;.
doi:10.1021/acscentsci.0c00272
9.Wrapp D, Wang N, Corbett K S., Goldsmith J A., Hsieh C, Abiona O, Graham B S,
McLellan J S. Cryo-EM structure of the 2019-nCoV spike in the prefusion conformation
Science 19 Feb 2020:DOI: 10.1126/science.abb2507
10. Gruber C, Steinkellner G: Coronavirus COVID-19 (formerly known as Wuhan
coronavirus and SARS-CoV-2 ) - what we can find out on a structural bioinformatics level.
2020.
11. Senathilake, K.; Samarakoon, S.; Tennekoon, K. Virtual Screening of Inhibitors Against
Spike Glycoprotein of 2019 Novel Corona Virus: A Drug Repurposing Approach. Preprints
2020, 2020030042 (doi: 10.20944/preprints202003.0042.v1)
12. Wan, Y., Shang, J., Graham, R., Baric, R. S., & Li, F. (2020). Receptor recognition by
novel coronavirus from Wuhan: An analysis based on decade-long structural studies of
SARS. Journal of Virology. doi:10.1128/jvi.00127-20
13. Mohammed A.R ,Chamsi-Pasha MA, Shao Z, Tang WH. Angiotensin-converting enzyme
2 as a therapeutic target for heart failure. Curr Heart Fail Rep. 2014;11(1):58–63.
doi:10.1007/s11897-013-0178-0.
14. Xu X Chen v, Wang J, Feng J, Zhou H, Hao L X, W Z P Evolution of the novel
coronavirus from the ongoing Wuhan outbreak and modeling of its spike protein for risk of
human transmission, 2020. Sci China Life Sci. 2020 Jan 21. doi: 10.1007/s11427-020-16375.
15. Peng, Cheng; Zhu, Zhengdan; Shi, Yulong; Wang, Xiaoyu; Mu, Kaijie; Yang, Yanqing;
et al. (2020): Exploring the Binding Mechanism and Accessible Angle of SARS-CoV-2
Spike and ACE2 by Molecular Dynamics Simulation and Free Energy Calculation.
ChemRxiv. Preprint. https://doi.org/10.26434/chemrxiv.11877492.v1

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 23 March 2020

doi:10.20944/preprints202003.0042.v2

16. Lipman, A.G. (1993), Martindale: ‘Martindale — the Extra Pharmacopoeia’ (30th ed),
edited by J. E. F. Reynolds. International Journal of Pharmacy Practice, 2: 124-124.
doi:10.1111/j.2042-7174.1993.tb00740.x

17. Johan H. Digitoxin has Specific Properties for Potential use to Treat Cancer and
Inflammatory

Diseases.

Res

&

Rev

Health

Care

Open

Acc

J

2(3)-

2018.

RRHOAJ.MS.ID.000137.
18. Hiddemann W, Büchner T, Plunkett W, Keating M, Wörmann B, Andreeff M. Acute
Leukemias: Pharmacokinetics and Management of Relapsed and Refractory Disease.
.Springer Science & Business Media publishing ( 2012), 670 pages
19. Cresteil, T.Aclarubicin. Reference
doi:10.1016/b978-0-12-801238-3.97571-8

Module

in

Biomedical

Sciences.2017;

20. Edwardson DW, Narendrula R, Chewchuk S, Mispel-Beyer K, Mapletoft JP, Parissenti
AM. Role of Drug Metabolism in the Cytotoxicity and Clinical Efficacy of Anthracyclines.
Curr Drug Metab. 2015;16(6):412–426. doi:10.2174/1389200216888150915112039
21. Griffin MO, Fricovsky E, Ceballos G, Villarreal F: Tetracyclines: a pleitropic family of
compounds with promising therapeutic properties. Review of the literature. Am J Physiol
Cell Physiol. 2010;299(3):C539-48. doi: 10.1152/ajpcell.00047.2010.
22. EFSA Journal 2014;12(5):3719. 26 pp. doi:10.2903/j.efsa.2014.3719. Available online:
www.efsa.europa.eu/efsajournal
23. Perryman AL , Forli S Dallakyan S, Morris GM, Olson AJ, FightAIDS@Home
newsletter (2009) 8: http://fightaidsathome.scripps.edu/images/FAAHvol8.pdf
24. Waterhouse, A., Bertoni, M., Bienert, S., Studer, G., Tauriello, G., Gumienny, R., Heer,
F.T., de Beer, T.A.P., Rempfer, C., Bordoli, L., Lepore, R., Schwede, T. SWISS-MODEL:
homology modelling of protein structures and complexes. Nucleic Acids Res. 46, W296W303 (2018).
25. Trott O, Olson A J, AutoDockVina: improving the speed and accuracy of docking with a
new scoring function, efficient optimization and multithreading, Journal of Computational
Chemistry 31 (2010) 455-461
26. Dallakyan S, Olson AJ. Small-molecule library screening by docking with PyRx.
Methods Mol Biol. 2015;1263:243-50
27. Salentin S, Schreiber S, Haupt VJ, Adasme MF, Schroeder M (2015) PLIP: Fully
automated protein-ligand interaction profiler. Nucleic Acids Res 43(W1):W443–W447

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 23 March 2020

doi:10.20944/preprints202003.0042.v2

28. Pettersen EF, Goddard TD, Huang CC, Couch GS, Greenblatt DM, Meng EC, Ferrin TE.
J. UCSF Chimera--a visualization system for exploratory research and analysis. Comput
Chem. 2004 Oct;25(13):1605-12.
29. Yang Z, Lasker K, Schneidman-Duhovny D, Webb B, Huang CC, Pettersen EF, Goddard
TD, Meng EC, Sali A, Ferrin TE.UCSF Chimera, MODELLER, and IMP: An integrated
modeling system. J Struct Biol. 2012 Sep;179(3):269-78
30. James A. Maier, Carmenza Martinez, KoushikKasavajhala, Lauren Wickstrom, Kevin E.
Hauser, and Carlos Simmerling. ff14SB: Improving the Accuracy of Protein Side Chain and
Backbone Parameters from ff99SB. Journal of Chemical Theory and Computation 2015 11
(8), 3696-3713DOI: 10.1021/acs.jctc.5b00255.
31. Sali A& Blundell T.L. Comparative protein modelling by satisfaction of spatial restraints.
J. Mol. Biol. 234, 779-815, 1993.

