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Abstract

With over 75762 patients infected and 2130 deaths been reported, the mortality and morbidity caused by
the recent outbreak COVID-19 infections are proving colossal when compared to similar epidemics
caused by SARS and MERS variant of coronavirus in the past. It was aimed to identify a receptor-binding
domain (RBD) in surface glycoprotein (sGP) of COVID-19 and predict epitopes that are capable of
interacting with major histocompatibility complex (MHC) alleles to evoke antibody production in vivo.
Bioinformatic computational tools were used to analyze the well-studied sGP and the RBD in SARS-CoV
and compare it with their homologs in COVID-19. In silico methods that predict epitopes capable of
binding MHC allele were used to identify sequences in RDB of sGP in COVID-19 with the intention of
discovering sequences that can be used for vaccination and production of monoclonal antibody (mAbs)
against COVID-19. The results indicate that COVID-19 has a conserved RBD in the sGP with differences in
its sequences that can be exploited for vaccination and manufacturing of specific antibodies against this
variant of coronavirus. Reported are 10 sequences of epitopes that are predicted to bind the MHC class |
and class |l alleles and that do not cross-react with human proteins. Testing in vitro and in animal models
can accelerate the translational utility of vaccinating and efficacy of mAbs against the COVID-19 virus.

Introduction

What gives chill and scare to humans in theatres while watching movies on viral pandemics happened in
real-time in mainland Wuhan China to reflect the reality that such outbreaks of mammoth proportions are
not only possible but can cause loss of human life and a global economic recession to come (1). It
appears that we haven't learned from the past experiences with the emergence of a cross-species viral
infections and dangers of its transmission with diseases like Ebola, MERS and SARS (2, 3), as investment
by even first world countries into the research to prevent and tackle the emergence of outbreak of lethal
viral epidemics has remained insignificant. The scientific and healthcare community on the other hand, at
times like past SARS outbreak and recent COVID—-19 epidemic, has always come forward to help with
their expertise to combat such occurrences (4, 5, 6, 7) without any material ravenousness. Management
of the outbreaks and attempts to contain the current COVID-19 crisis has proven to be monumental with
the risk of it outbreaks that could go global (8) along with no vaccine and specific drugs that target the
COVID-19 virus, the feeling of being helpless to combat the COVID-19 epidemic is frustrating and
ominous. The fast and dedicated work of the scientists (9, 10) and devoted organization (11, 12, 13) have
managed to archive the genome of COVID-19 and its different mutants in a very short time that gives an
opportunity to explore and elucidate the molecular targets encoded by the COVID-19. Being
taxonomically related to coronaviridae group of viral pathogens (9, 10), the COVID-19 shares a
significant similarity with other members that are known to have caused similar if not identical cross-
species viral diseases in humans (9, 14, 15). Examples of the latter include SARS (2002 to 2004) and
MERS that affected the human population in 2012 (14, 15). The SARS genome (NCBI Reference
Sequence: NC_004718.3) is known to encode 13 proteins, of which the surface glycoprotein (sGP) (NCBI
Reference Sequence: NP_828851.1) is known to be essential to dock the virus to angiotensin-converting
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enzyme 2 (ACE2) receptor on host cells in the pulmonary parenchyma (9, 10, 14). It was inferred that like
both, SARS-nCoV and COVID-19, belong to the same betacoronavirus (14, 15) they would have a similar
if not identical composition of the sGP that help to dock on ACE2 receptors (16, 17). in human cells
before gaining entry into the host cells. It is important to mention here that an antigenic similarity
between both the sGP of COVID-19 and SARS-CoV can be exploited to synthesize vaccine and
monoclonal antibody (mAb) against the surface glycoprotein of the COVID-19, as previous knowledge
on SARS-CoV sGP (9, 14) would help in achieving the understanding and steps needed to mass
production of a vaccine and mAb to target COVID-19. That being said, the efficient use of the
bioinformatic computational tools in molecular biology like computer-assisted generation prediction of
microbial epitope prediction, antigenic sequence generation from genomic data and homology modelling
are few examples (11, 12, 13, 14) that had helped in targeting SARS-CoV and are in mass use to enable
us to fight the current COVID-19 outbreak. The reports of the genome sequencing (11), studying the
mutations evolving (4), prediction of proteins encoded (11, 14), drawing the phylogenetic tree of COVID-
19 (4, 14) are few examples of how the scientific community has started its battle against the COVID-19.
As the outbreak continues and has worsened in recent weeks (1, 8), for humanity it's a race against time
with COVID—-19 to generate a vaccine, mAbs and an anti-viral drug that proves to be efficacious in the
patients infected with COVID-19. Here, first, we compare the protein sequences of sGP of both SARS-CoV
and COVID-19 to spot the similarities and contrast between the glycoproteins. Secondly, based on a
decade long research finding on SARS-CoV sGP (4, 9, 17), the segments within the sGP of COVID-19
were planned to be tested in silico for their epitope attributes which can help generate a vaccine for
COVID-19. Using segments of sGP with maximal similarities and contrast with SARS-CoV, prediction of
monoclonal antibodies (mAbs) against the unique segments was attempted. The findings of antigenic
components in COVID-19 sGP is expected to lay down the basis of further research on the segments
discovered and in vitro testing in COVID—-19 in labs and animal models to validate their utility. If proven to
be effective in a small-scale animal trial, the vaccine generation and mAbs can prove useful in our
massive ongoing research to combat COVID-19.

Methods
The genome of COVID—-19 and the proteins it encodes

The genome of COVID-19 was retrieved from at the NCBI database (11). With the NCBI Reference
Sequence: NC_045512.2, the genome consists of 21290 bp ss-RNA. The genome assembly was mapped
for encoding protein sequences in general and sGP of COVID-19 in particular. The attributes of the sGP
of COVID-19 was retrieved and the FASTA sequence of the sGP was downloaded from the NCBI
database (11, 12).

COVID-19 BLASTn search, Multiple Sequence Alignments and
Protein encoded
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The sequence of sGP was searched for homologs in NCBI automated server and the results were retrieved
with sequence identities, e-values and scores. In BLASTn search for homologs, the search was optimized
for highly similar sequences (megablast) and SARSn-CoV was selected as an organism in which
homologs were to be searched. From an array of the homologs of SARS-CoV genomes retrieved, the
matches with sequence identities between 89% to 82% were selected for Multiple Sequence Alignments
(MSA) and building the distance evolutionary tree. The NCBI automated server was used to uncover the
proteins encoded by the CONVID—-2019 nucleotides.

The surface glycoprotein encoded by COVID-19 searched for
homologs

The sequence of sGP of CONVID—-2019 was retrieved from NCBI database. Composed of 1273 amino
acids this glycoprotein was searched for homologs in EMBL EBI database (18). The Uniprot database
(12) was used to align the sequences of COVID-19 and Human SARS coronavirus (SARS-CoV) spike
glycoprotein. The site, motif, transmembrane regions and sites of mutagenesis were compared for
similarities and contrast in UniProt automated server.

Tracing a SARS-CoV like Receptor binding domain in CONVID-2019
sGP.

The SARS-CoV has been extensively studied for its receptor-binding domain (RBD) which is a known
region in the sequence of the sGP of this virus (4, 9, 10, 17). Because of the novelty of the sequence of
COVID-19, an RBD region in the sequence of encoded for sGP is not established yet. The 318 to 510
amino acids in the sequence of the sGP which is the RBD for SARS-CoV was compared with a similar
sequence in the sGP of COVID-19. As the amino acid of COVID-19 is made up of 1273 amino acids as
compared to 1255 amino acids of SARS-CoV, sGP and the RBD sequences of SARS-CoV and COVID-19
coronavirus were downloaded and compared.

Homology modelling of COVID-19

The sequence of the sGP was submitted to the automated severs that develop template-based models of
novel proteins as is the case with sGP of COVID-19 virus. We used the SWISS- MODEL server (13) for
this purpose. The FASTS sequence of CONVID-2019 that was retrieved from the NCBI database with
GenBank ID: QHO62877.1was used to develop a template-based model. The template-based model was
studied for its quality by parameters like GQME and QMEAN. Models were analyzed in-depth by using
advanced automated tasks in the SWISS-MODEL server. Ligand binding sites were also studied in the
model aligned with the template built for the target sGP of COVID-19.
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Search for a putative antigenic epitope in sGP sequence encoded by
CcoviD-19

Though the COVID—-19 is declared to be a novel variant of betacoronavirus, its sGP has homologs
(evolutionarily related) in the taxon of betacoronaviruses. The Immune Epitope Database and Analysis
Resource (IEDB) (19) and DTU bioinformatic servers (20, 21) were used for epitope mapping in the sGP
sequence in COVID-19 virus. Filters were applied to search within betacoronavirus, SARS and MERS
members of the taxa only. Other filters used were selected from epitope type, host, assays type, MHC
restrictions and infectious disease (19). Also, the amino acid sequence of sGP of COVID-19 was used to
generate putative antibody against epitopes of sequence lengths between 5mer to 9mer where a peptide-
MHC class | binding could occur for provoking antibody production in vivo. For the prediction of MHC
Class Il epitopes, that has a consensus approach which combines NN-align, SMM-align and
combinatorial library methods, automated server from Immune Epitope Database Analysis Resource (19)
was selected and predictions were generated for RBD of COVID-19 and SARS-CoV and compared.

Results
The genome of COVID—-19 and the proteins it encodes.

Wuhan seafood market pneumonia virus isolate Wuhan-Hu-1, complete genome deposited in the NCBI
database constitutes of 29903 bp ss-RNA with NCBI Reference Sequence: NC_045512.2 (Fig.1A and
supplementary File. Fig 1). The linage of the COVID-19 shows that it belongs to a yet unclassified
betacoronavirus group (Fig.1 B). The proteins encoded by COVID-19 are shown (Fig.1B), which includes
the details of the locus YP_009724390 encoding sGP sequence (Fig.1 B, C) in COVID-19 (Fig.1 - black-
arrow) to be composed of 1273 amino acids.

BLASTn search, Multiple Sequence Alignments and Protein encoded

A BLASTn search (Fig.1A) for homologs of COVID-19 nucleotide sequence showed identical sequences
in Bat CoV, SARS-CoV and a large series of coronaviruses. Of the vast series of coronaviruses, the top ten
homologs had sequence identities in a range of 89% to 81% and were selected for sequence alignments
and to develop an evolutionary tree in form of a cladogram (Fig. 2 B). The evolutionary tree showed
COVID-19 to share a common ancestor with all the coronaviruses compared. The Bat coronavirus
complete genome and SARS-CoV showed to share a common ancestor as shown in the cladogram.

The Surface glycoprotein in COVID-19 and SARS-CoV family are
homologs.

The alignment of the entire sequence of 1237 amino acids against 1255 amino acids of SARA-CoV sGP
showed a sequence identity of 76%, and an e-value 0.0. The alignment of the complete sequences
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(Supplementary File—1) and in-depth study of the sequences for similarities and contrast in
transmembrane regions, motif, site and points of amino acid mutagenesis showed (Fig.3) that in
transmembrane region (Fig 3 A1-light blue rectangles) the amino acids valine (V) and leucine (L) in sGP
sequence of SARS-CoV is substituted by isoleucine (I) and methionine (M) in sGP sequence of COVID-
19.

Within other regions like motifs (Fig.3 A -brick red row) and sites (Fig.3 A3), the amino acids remain
identical. Interestingly the aligned sequences for points of mutagenesis (Fig.3 alphabets highlighted in
brown color) showed three points of mutagenesis where SARS-CoV and COVID-19 were found to differ
(Fig 3. A2-red arrows in between rows). Amino acids glycine (G), serine (S) and glutamine (Q) at 476,
494" and 690 positions in COVID-19 (Fig.3 A2- top row) were seen to replace aspartic Acid (D),
aspartic acid (D) and lysine (K) respectively in SARS-CoV (Fig.3 A2- bottom row).

Receptor binding domain in sGP of CONVID-2019 and SRAS-CoV
showed them to be homologs.

The SARS-CoV composed of 1255 amino acids has an established RBD which stretches between its
318! to 510" amino acids (Fig.4) (22). The BLASTp results of RBD of SARS- CoV (Fig.4 A) showed it to
be a homolog of sGP and spike protein of COVID-19 with 73.7% sequence identities. The evolutionary
tree developed by MSA showed sGP and spike protein of COVID-19 to have their origins from a common
ancestor (Fig. 4 A branching cladogram). A reverse BLASTp search result (Fig.4 B) of COVID-19 putative
RBD (318-510 aa) fetched the SARS-CoV spike protein RBD domain in results with around 97% sequence
identities (Fig.4B). The evolutionary tree developed showed links to common origins of RBD of two
variants of SARS-CoV and the putative RBD of COVID-19. Five other viruses were found to have a similar
sequence with the putative RBD of COVID-19.

As the RBD of SARS-CoV proved to be homolog of spike protein and sGP of COVID-19, a pairwise

alignments of amino acids of the COVID-19 of similar range (318™" —-510™ aa) was made to unravel any
contrasts that could explain the novelty of COVID-19 and identify epitopes that could be identified in
COVID-19 for vaccine development and mAbs synthesis.

We show that the range of RBD amino acid sequence of SARS-CoV (Fig.5 A top- row blue rectangle) 318t

amino acid to the 510" amino acid (Fig.5 A, the last row) have a sequence identity of 62.622% with the
same number of amino acids of the COVID-19 sGP sequence (Fig.5 B)

Homology modelling of COVID-19 Surface Glycoprotein and RBD

The FASTA sequence of sGP [Wuhan seafood market pneumonia virus] GenBank: QHD43416.1 and
putative RBD (318™ to 5110 aa) (of COVID-19 were submitted to the automated server in the SWISS-
MODEL database. The database developed a 3 template- based model of SARS-CoV (Fig 6. C) spike
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glycoprotein and ACE2 complex for the sGP sequence of COVID-19 (Fig.6 A-B) and for the putative RBD
of CONVID-2019 a model of spike glycoprotein (Fig. 6 B2) was built with 71.88 % sequence identities.

Epitopes of COVID-19 with MCH Class | allele binding predictions

The prime intention of the comparison of the sGP and RBD of both the viruses in this study was to
uncover sequences in COVID-19 that can serve as a possible epitope for vaccination and mAbs
synthesis. We show that in silico methods identified segments in COVID-19 that can act as an antigen
when injected in nM concentrations. The predictions made by the in silico methods (mentioned in the
methodology section) also recognizes the ability of the segment to bind to MHC class 1 and class Il allele
that is known to be mandatory for antigen presentation to human lymphocytes in vivo (23, 24). The
Table—1 and Fig. 7 A shows epitopes in COVID-19 an order that ranks them with the highest MHC
binding probability to the least.

Epitopes of COVID-19 with MCH Class Il allele binding predictions

Unique epitope sequences were generated (Fig.7 A) from input sequence of putative RBD of COVID-19
that predicted their binding to MHC class -Il DRB allele that possibly could facilitate the synthesis of
antibody (Ig) and killer cell T-cells against the COVID-19. When compared with SARS-CoV RBD the
sequences appeared to be distinct (Fig.7 B). No homology of the peptide epitope sequences (Table-1 and
Fig 7) generated for COVID-19 were found in human of BLASTp search (supplementary file. Fig 2 and 3).

Discussion

The objective of this study was to reflect the forte of the bioinformatics computational tools, target
genome of coronaviruses and in silico methods of epitope prediction in inferring molecular targets in
COVID-119 that has threatened a global pandemic (1, 4, 8). It is important to mention here that finding of
sGP homologs (evolutionary related) of COVID-19 in other related coronaviruses like SARS and MERS
was equally important as it was to identify the contrasts, in this regard the benefits of the research done
in the past on the latter two coronaviruses can be very important in uncovering molecular targets in
COVID-19. It is shown in this study that the genome of COVID-19 virus (Fig.1 A) encodes a structural
sGP spike protein of 1237 amino acid chain length (Fig.1B, C). The COVID-19 isolate Hu—1 complete
genome has a vast series of homologs with 89% —81% homology with bat coronavirus and SARS
coronavirus SARS-CoV. The MSA of the genomes with development of evolutionary tree (Fig.2 A) for the
first ten best matches shown in the form of a cladogram highlighted the origins of COVID-19/bat
coronavirus from a common ancestor. The 13 proteins encoded by the COVID-19 are shown which
includes an sGP (Fig 2 C), that in case of SARS-CoV has shown to be cardinal for infection of the host cell
via its binding to ACE2 receptor (14, 16, 17). In a comparative analysis of the sequences of sGP of
COVID-19 and SARS-CoV (Fig.3 A, A1-A3) the areas of similarities and contrast are shown. Two amino
acids substitutions were noticed in the transmembrane regions (Fig.3 A1- Blue rectangles) and three
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differences in the site of mutagenesis (A2-red arrows). Though the significance of these substitutions
remains to established but it is inferred that it could provide an explanation for the difference seen in the
infectivity patterns of COVID—-19 when compared to SARS-CoV. The COVID-19 on BLASTp results has
been shown to have 76% sequence identities with SARS-CoV (Fig.3 B), the regions like motif and site were
found to be identical (Fig.3 A, A3). The BLASTp results of the sequence 318™ to 510" amino acids which
is an RBD of SARS- CoV (22) showed a homolog in COVID-19 protein sequence identified as spike
protein (Fig 4 A). The evolutionary tree developed showed them to have a common ancestor. Results of
reverse BLASTp and the evolutionary tree of putative RBD (318" =510 aa) of COVID-19 fetched the
RBD sequence of SARS-CoV and common origins of both sequences (Fig 4 B).

As the total amino acid length difference of both COVID-19 and SARS-CoV is 18 aa, with COVID-19
exceeding by this digit, we inferred that RBD has remained conversed both viruses as can be seen in
evolutionary tree in form of a cladogram developed by NCBI automated server (Fig.4 A-B) for the RBD
regions of both the coronaviruses. Also, sequence alignment of the entire length of sGP of both viruses
shows the difference in the early 1 to 317 (COVID-19) as compared to the sequence after that
(supplementary file-fig.1-rectangle area). As spotting the difference in the RBD regions of both viruses
was important to infer the amino acid segments that could qualify for epitope predictions, this segment
was studied in- depth. It was found that in-between the RBS sequences there were areas of differences
which at this stage were inferred to serve as unique sequences (latter confirmed—detailed below) for
being recognized by in silico methods of MHC allele binding and therefore provoking antibody
production. Rows of the segment of RBD of SARS-CoV (Fig. 5 A) that is already known and stretches
between 318" amino acid (Fig.5 A- marked in a blue rectangle in the top- rows) and 510" amino acid
(Fig.5 A -blue rectangle bottom-rows) is shown. When aligned with COVID-19, areas in between
segments are highlighted (Fig. 5 A-B horizontal red arrows) where mutations (substituted amino acids)
has occurred in the putative RBD sequence of COVID-19 (Fig. 5, A-B) bottom row when compared to
SARS-CoV (Fig.5 A-B top row). Pairwise aligned with similarities and identities shaded in grey (Fig.5 B),
the zone of mutations can be seen clearly.

Homology modelling for COVID-19 sGP and putative RBD confirmed our earlier findings, as the SWISS-

MODEL automated server for development of template-based models generated the model of SARS-CoV
sGP and spike glycoprotein respectively for the above two proteins of COVID-19 (Fig.6). The reason the

SWISS-MODEL automated server developed these models and not a model of COVID-19 is the fact that
the crystal structure of COVID-19 is not yet deposited in the protein database (PDB) and the archives of
structural protein models in SIWSS-MODEL template library (STML) database.

The last task of this study was to show the significance of the contrasts and similarities in the sequences
of molecules like sGP and RBD of COVID-19 in the generation of epitopes that can be predicted for their
bindings with MHC class-l and class-ll allele. The latter interaction is central in provoking an antibody
response in vivo in macrophages and when vaccinations and antibody production is induced in
mammalian animal models (23, 24) which are known hosts for COVID-19 (4, 10, 14, 15, 16). Findings of
this study show that robust in silico epitope predicting methods (19, 20, 21) can pick segments RBD
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regions of COVID-19 virus (Table-1 and Fig.7) which can potentially bind the MHC-Class | and Il allele
and therefore play a significant role in vaccine development and mAbs synthesis against COVID-19.

Conclusion And Future Directions

With the recent outbreak of CVID-19 in China and its spread into 24 countries, there is an urgent need to
develop vaccine and mAbs to combat the outbreak. Though this study doesn'’t report the results of lab
testing of the proposed epitopes in provoking an immunological response in macrophages and
lymphocytes due to unavailability of COVID—-19 samples, it shows that unrevealing the similarities and
contrasts of COVID-19 with SARS-CoV have aided our understanding in understanding this deadly
pathogen in a shorter time. Though a cross-reacting antigen with SARS-CoV is not an issue in
vaccinations of people in the recent COVID-19 outbreak, this study has identified epitopes that are so
unique to COVID-19 that they do not show any cross-reactivity with the proteins and peptides expressed
by human cells as was seen in BLASTp results (supplementary File- Fig.2 and Fig 3). | am optimistic that
the finding of this study would be taken to its next step, that is the testing these epitopes for provoking
antibody synthesis in vitro and neutralization of the infectivity of COVID-19 in subsequent assays
performed in labs where the virus samples are investigated.
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Table 1

Due to technical limitations, Table 1 can be accesses via the supplemental files section.

Table—1: COVID-19 peptides predicted for vaccine and mAbs synthesis. The peptide sequences shown
were unique to COVID—-19 that were predicted to interact with human MHC-Class-| allele and elicit an
immune response in the host. Strong binding (SB) prediction and nM affinity are shown

Figures
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Figure 1

Graphical View: YP 009724390.1

= 0 4] YP_009724390.1

CDS: YP_009724390.1
Title: surface glycoprotein
Comment: structural protein; spike protein
Location: 21,563..25,384
[Length)
Span on NC_045512.2: 3,822 nt
Protein length: 1,273 aa
[ Positional Info)
NC_045512.2 position: 23,617
CDS position: 2,055
Protein position: 685
Protein sequence: ICASYQTQTNSPRRA[R]SVASQSIIAYTMSL

+

Download: YP_009724390.1

Links & Tools
BLAST Genomic: NC 045512.2 (21,563..25
BLAST Protein: YP_009724390.1
FASTA View: NC 045512.2 (21,563..25,384), YP_009724390.1

GenBank View: (21,563..25,384), YP 009724390.1

,384)

(A) Details of the genome of COVID-19 genome organization. The genomic regions are shown that
encode for surface glycoprotein. (B) The gene ID and symbol with the details of the gene showed that
COVID-19 is an unclassified betacoronavirus. (C). Shown are the details of COVID-19 encoding the
surface glycoprotein which is a structural protein composed of 1237 amino acid chain length.

Page 12/18



Homolog Search

Program

BLASTn

Database

nt

Description g
Wuhanpseaﬁmd market pneumonia isolate-Hu-1-complete genome Fiescaiugy [ente e
Molecule type ( \ ;
Nucleic acid 89.12% 81.68%

uery Length ;
5:}903; e ﬂCcronawruses 6 leaves
F*SARS coronavirus GZ02.complete genome
n T
et ~ 5ARS coronavirus 5216, complete genome
a a § Bat coronavirus

(BtCoV/273/2005), complete genome
-]l COVID-2019 - 2 leaves

Label color map

|querv
:Ilfmm type material

Blast names color map

|v|ruses

Proteins encoded by CONVID-2019

1. ORF7b 2. Orfla 3. ORF7b 4. polyprotein 5. ORF10 6. ORF8 7. ORF7a 8. ORF 6- 9. ORF3a 10. orflab
11. Nucleocapsid Phosphoprotein [Wuhan seafood market pneumonia virus] (419 aa ),

12. Membrane glycoprotein [Wuhan seafood market pneumonia virus] (222 aa)

13. Surface Glycoprotein [Wuhan seafood market pneumonia virus] (1273 aa)

Figure 2

(A) Results of BLASTn search of COVID-19 isolate Hu-1 complete genome in NCBI database server
fetched a vast series of homologs identified with 89% -81% homology with bat coronavirus and SARS
coronavirus SARS-CoV (B) MSA with development of evolutionary tree for first ten best matches showed
in form of a cladogram highlights the origins of COVID-19 and bat coronavirus from a common ancestor.
(C) The 13 proteins encoded by the COVID-19 are shown.
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Figure 3

The sequences of sGP of COVID-19 and SARS-CoV (A, A1-A3) showed similarities and contrast. Two
amino acids substitutions were noticed in the transmembrane regions (A1- Blue rectangles) and three
differences in the site of mutagenesis (A2-red arrows). The COVID-19 on BLASTp search had been
noticed to have 76% sequence identities with SARS-CoV (B), the regions like motif and site were found to
be identical. (*) denoted identical sites, while (}) represent similarity of amino acids)
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Figure 4

The BLASTp and reverse BLASTp results of RBD domain of SARS-CoV and COVID-19. (A) BLASTp results
of the sequence 318-510th amino acids of RBD of SARS- CoV found a homolog in COVID-19 protein
sequence identified as spike protein and sGP. The evolutionary tree developed showed them to have a
common ancestor. (B) Results of reverse BLASTp and the evolutionary tree of putative RBD (318-510 aa)
fetched the RBD of SARS-CoV and common origins of both sequences.
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Figure 5

Sequence alignment of RBD of SARS-CoV (top-row) and COVID-19 (bottom- row). (A) Rows show the
segment of RDB of SARS-CoV already known and stretches between 318th amino acid (marked in a blue
rectangle in the top-rows) and 510th amino acid (blue rectangle bottom-rows). In between segments are

highlighted areas (horizontal red arrows) where mutations have occurred in the putative RBD sequence of
COVID-19.
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SARS-CoV spike glycoprotein and ACE2 complex, ACE2-free conformation with three RBI) in down conformation
Figure 6

(A) The sGP of the COVID-19 in homology modelling developed spike glycoprotein and ACE2 complex
with 76.47% identities. The quality estimation by GMQE and QMEAN values of 0.73 and -3.63 respectively
showed it to be near-identical to SARS- CoV sGP. (B) The model built used the template 6acc.1.A (B1). The
putative RBD of COVID-19 (318-510 aa) with 71.88% sequence identities developed a model (B2) of the
spike protein of SARS-CoV.

P

Figure 7

The sequences of RBD of SARS-CoV and putative RBD of COVID-19 were submitted for MHC-Class-lI
allele binding needed in antigen presentation. Note the difference in sequences of the peptides predicted
and their scores as predicted percentile ranks. A small numbered percentile rank indicates high affinity,
which is the case for COVID-19 peptides when compared with SARS-CoV RBD.
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