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One of the most crucial characteristic traits of Envelope (E) proteins in the severe acute respiratory syndrome
SARS-CoV-1 and NCOVID19 viruses is their membrane-associated oligomerization led ion channel activity, virion
assembly, and replication. NMR spectroscopic structural studies of envelope proteins from both the SARS CoV-1/2
reveal that this protein assembles into a homopentamer. Proof of concept studies via truncation mutants on ei-
ther transmembrane (VFLLV), glycosylation motif (CACCN), hydrophobic helical bundle (PVYVY) as well as re-
placing C-terminal “DLLV” segments or point mutants such as S68, E69 residues with cysteine have

Keywords:
SAJCREV_CO\,_] significantly reduced viral titers of SARS-CoV-1. In this present study, we have first developed SARS-2 E protein
NCOVID19 homology model based on the pentamer coordinates of SARS-CoV-1 E protein (86.4% structural identity) with

good stereochemical quality. Next, we focused on the glycosylation motif and hydrophobic helical bundle regions
of E protein shown to be important for viral replication. A four feature (4F) model comprising of an acceptor
targeting S60 hydroxyl group, a donor feature anchoring the C40 residue, and two hydrophobic features anchor-
ing the V47 .28, L31, Y55, and P51 residues formed the protein based pharmacophore model targeting the gly-
cosylation motif and helical bundle of E protein. Database screening with this 4F protein pharmacophore,
ADMET property filtering on enamine small molecule discovery collection yielded a focused library of ~7000
hits. Further molecular docking and visual inspection of docked pose interactions at the above mention V47
128,131, Y55, P51, S60, C40 residues led to the identification of 10 best hits. Our STD NMR binding assay results
demonstrate that the ligand 3, 2-(2-amino-2-oxo-ethoxy)-N-benzyl-benzamide, binds to NCOVID19 E protein
with a binding affinity (Kp) of 141.7 4 13.6 uM. Furthermore, the ligand 3 also showed binding to C-terminal
peptide (NR25) as evidenced with the STD spectrums of wild type E protein would serve to confirm the involve-
ment of C-terminal helical bundle as envisaged in this study.
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1. Introduction

Since the last SARS-CoV-1 outbreak in 2002, a tremendous amount
of basic and clinical research on coronaviruses has led to understanding
its protein machinery and its role in pathogenesis [1,2]. Coronavirus
members are enveloped viruses containing positive-sense RNA
(29.99 kb) as genetic material and are grouped under the -
coronavirus genus [3]. Both SARS-CoV-1 and NCOVID19 viruses belong
to Coronavirinae subfamily/Coronaviridae family [4,5]. The structural
proteins such as the spike (S), membrane (M), an envelope protein
(E), the nucleocapsid protein (N) are all involved in diverse processes
that regulate the viral cell entry into the host, subsequent pathogenesis
and replication, respectively [6,7].

Among these proteins, Envelope protein (E) is a small (~75 amino
acids) integral membrane protein comprising of an N-terminal
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transmembrane domain, and a long hydrophobic C-terminal domain
[8]. Interestingly, accumulating evidence on the less recognized compo-
nent of the SARS-CoV-1 E protein has pointed to its essential role as a
key virulence factor for the SARS-CoV-1 infections [9-12]. The E protein
was shown to mediate ion channel/membrane permeabilizing
(viroporin) activities [13] and thereby regulate virion assembly mor-
phogenesis [14], maintaining the integrity of the viral pathogenesis,
cell stress responses, apoptosis as well as inflammation [15]. The ab-
sence of E protein in SARS-CoV-1 displayed lower viral titer, immature,
and inefficient progenies [12,16]. Recent studies have shown that the
SARS-CoV-1 E protein can alter the host cell membrane permeability
by forming oligomeric cation-selective ion channels [17]. More impor-
tantly, the transmembrane regions of E protein have been known to in-
teract with M protein and aids in its colocalization [18], thus
maintaining the integrity in viral morphogenesis, especially during as-
sembly and budding [14]. Biophysical studies using the “VYVY” motif
[19] have shown that this region assumes helical orientation, a charac-
teristic trait of the known amyloidogenic propensity [20], in membrane
environment and enable the self-aggregating motif [21] to insert into
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membrane areas and might contribute to the process of entry into host
environment or viral assembly [19,22].

Additionally, the role of C-terminal residues of SARS-CoV-1 E protein
in association with nucleocapsid (N) [23], PALS1 PDZ domain [24] was
also shown to be implicated in regulation of viral pathogenesis and
viral replication by both in vitro and in vivo studies [24]. Several muta-
tions focusing on the transmembrane “VFLV” segment, the glycosylation
motif “RLCAYCCN”, and the hydrophobic helical bundle “PSFYVYVYSR”
stretches on SARS-CoV-1 E protein have shown a complete reduction
in the viral replication. Similarly, point mutation studies replacing the
S68-E69 with a single cysteine residue or replacing the C-terminal tail
(DLLV) with glycine residues in SARS-CoV-1 had drastically reduced
viral counts [25]. More importantly, the genotyping analysis from recent
NCOVID19 infections worldwide points to a lower mutational frequency
in this E protein, highlighting its suitability for targeted drug discovery
[26].

In this study, we have attempted to target C-terminal helical bundle
to identify and characterized biophysical binding of small molecule li-
gands to NCOVID19 Envelope E protein using structure based drug de-
sign and STD NMR tools. First, we have developed a 3D structure
model for NCOVID19 E protein with reliable stereochemical quality
from its closest homolog using homology modeling studies. Next, four
feature protein based pharmacophore model was developed by
targeting the residues of glycosylation motif and the helical bundle of
C-terminal region. Together with database screening with enamine
small molecule library [27], ADMET filtering [28], molecular docking,
and visual inspection of interactions at the above described epitope res-
idues led to purchase of focused library of 10 molecules. Next, Satura-
tion Transfer Difference (STD) NMR binding studies of these 10
molecules with E protein led to the identification of two ligands 1 and
3 that bind to E protein in high micromolar affinity.

2. Materials & methods
2.1. Protein and ligands

The NCOVID19 E protein and its C-terminal fragment NR25 (N-
45]VNVSLVKPSFYVYSRVKNLNSSR®*-NH,) was obtained from LSBio
Inc.,, WA, USA and Genscript, USA, respectively. The E protein (catalogue
No.: LS-G145857) used in this study comprised of 75 amino acids with
six histidine residues tagged in a beta-barrel protein (molecular weight
~15 kDa) at the N-terminal. The resultant recombinant protein includ-
ing tags was predicted to be ~27.5 kDa. SDS 15% Tris-gel was used to
check the quality of the protein that was then used without any further
purification. The best three selected ligands were purchased from En-
amine vendor [27] and the purity of the samples was confirmed by
MALDI-TOF studies by comparison to quality data provided by the
vendor.

2.2. Peptide synthesis

Selectively '°N-labeled NR25 (N**IVNVSLVKPSFYVYSRVKNLNSSR® -
NH,) (the underlined amino acids are '°N labeled) peptide was synthe-
sized on a solid phase peptide synthesizer (Aapptec Endeavor 90, USA)
with °N-labeled Fmoc protected Val and Leu. A solid-phase peptide
synthesis protocol was used with a Rink Amide MBHA resin (substitu-
tion 0.69 mmol/g; Novabiochem, San Diego, California, USA) [19]. The
resultant synthesized peptide was then purified using reverse-phase
HPLC (SHIMADZU, Japan) on a Phenomenix C;g column (dimension
250 x 10 mm, with a pore size of 100 A, 5-um particle size). Linear gra-
dient elution technique was employed with water and methanol along
with 0.1% TFA (serving as the ion-pairing agent) as the solvent. Mass
spectrometry and NMR spectroscopy were used to check the purity of
the sample. The purified peptide was then shelved at —20 °C. Working
stock solutions of 1 mM peptide was prepared either in sterile water or
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10 mM phosphate buffer (pH 7.4) and used for the respective experi-
ments and stored at 4 °C was short periods.

2.3. In-silico studies

2.3.1. Homology modeling

Sequence analysis has revealed that NCOVID19 E protein with SARS-
CoV-1 had almost 96 percent sequence identity with only four varied
residues at the C-terminal region. Protein blast search for homologous
structures (from protein data bank database) pointed out the recently
characterized pentameric ion channel NMR structure (PDB: 5X29)
[22] of SARS-CoV-1 was the closest homolog with 84.6% sequence iden-
tity. It is to be noted that this structure has cysteine residues mutated to
alanine residues and also lacks the C-terminal ten residues. It was uti-
lized as a template to build the protein for NCOVID19 Envelope small
membrane protein. Phyre? [29] was employed to construct the 3D
model of NCOVID19 E protein comprising of 1-65 amino acid residues.
Later, the pentameric assembly of the NCOVID19 ion channel was built
by superimposing the 3D protein models on the structure template
(5% 29).

2.3.2. Protein preparation

Next, the pentameric assembly of NCOVID19 E Protein was checked
for stereochemical clashes within the arrangement. The sterically
clashing residues (F23) with V25 of adjacent subunit at the central cav-
ity in the pentamer arrangement were adjusted using the rotamer li-
brary. The heavy atoms of the pentameric assembly were constrained,
and the added hydrogen atoms were energy minimized using steepest
descent and conjugate algorithms for 2000 steps using prepare protein
module in Discovery studio [30]. Upon satisfying the energy/rmsd con-
vergence criterion, the energy minimized structures were saved for fur-
ther modeling studies.

2.3.3. Structure-based pharmacophore model

The first step in developing the structure-based pharmacophore
model on this domain was to enumerate the possible hotspot features
such as donor (green), acceptor (magenta), and hydrophobic (cyan)
feature vector site points at CTD using the interaction site generation
module in Discovery Studio 2020 [30-34]. These numerous three fea-
ture vector site points are hierarchically clustered based on their rmsd
to their respective feature type and only cluster centers for each of the
three feature(s) were included in the study. Finally, a donor feature
mapping the carbonyl atoms of C40 residue, an acceptor partially
mapped to the hydroxyl group of S60, and two hydrophobic features
in the near vicinity of hydrophobic residues V47, L28, Y57, P54 were in-
cluded in the structure-based pharmacophore model. Site points that
were further away from the above-mentioned residues of CTD were
discarded.

2.34. 3D-database preparation

3D databases of enamine datasets from Zinc library [35] were
employed in this study. 3D coordinates were generated using prepare li-
gands tools. Next, ADMET [28] property filters were applied for enamine
libraries. Ligands that are likely to induce the liver enzyme CYPD6 inhi-
bition, hepatotoxicity, high plasma protein binding, and ligands with
low solubility and absorption were excluded from further consider-
ation. Thus, the resulting clean ligands were utilized to build 3D data-
bases using the “CEASER” search algorithm with an option to generate
50 conformations per ligand in Discovery studio 2020 [30]. Next, 4F
pharmacophores were used to search the 3D database resulting in a fo-
cused library of <7000 hits.

2.3.5. Docking

Gold molecular docking program 2020 was utilized to dock the ob-
tained focused library at the previously discussed C-terminal domain
using default parameters available with the GOLD docking program
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[36]. Together with help the GOLD PLP fitness scores and visual inspec-
tion of interaction with the intended C-terminal residue (S60) led us to
identify the 10 best poses that could dock at the C-terminal helical bun-
dle of NCOVID19 E protein that could potentially inhibit the viral path-
ogenesis and viral replication as suggested in SARS-CoV-1 E protein
knock out studies.

2.4. STD NMR spectroscopy

The NMR sample for STD NMR experiments was prepared with
5 uM NCOVID19 E protein/NR25 peptide in 10 mM PBS (pH 7.4).
The ligands to be screened were subsequently added from a concen-
trated dg-DMSO stock solution to the protein sample yielding a final
concentration of 500 uM in 0.3% dg-DMSO (molar ratio of protein:li-
gand = 1:100).

The experiments were performed at 25 °C in a Bruker Avance III
700 MHz, equipped with an RT probe and the Topspin v3.2 software
[37] for data acquisition, processing, and analysis. The STD NMR spectra
were acquired using a double pulsed-field gradient spin-echo (DPFGSE)
pulse sequence, providing a better baseline and improved water
suppression. The STD NMR spectra (on-resonance = 0 ppm and off-
resonance = 40 ppm) for each ligand was performed with the total sat-
uration time of 2 s (a train of 40 selective Gaussian pulses, 49 ms each-
with a 1 ms intervals) at 50 dB for 4 K scans while the reference spectra
were acquired with 2 K scans. The transfer of saturation from the E
protein to the respective ligands was generated upon subtraction of
the on-resonance spectra from the off-resonance by phase cycling. The
competitive inhibition was performed with a molar ratio of protein:li-
gand 1:ligand 3 = 1:100:100.

2.5. Determination of equilibrium dissociation constant (Kp) by STD

A series of one-dimensional STD spectra were acquired by step-
wise additions of ligand 3 from a stock solution of 88 mM to the sam-
ple containing 5 uM E protein. To determine the dissociation
constant (Kp) values of Protein/ligand interactions, the STD effects
for aromatic ring protons of ligand were converted to STDya1. The
equations used to calculate the dissociation constants can be derived
as follows.

Intensity of STD NMR spectrum : Igq = Io—Isat (1)

where, |, is the intensity of the off-resonance spectrum and I is the in-
tensity of the on-resonance spectrum.

STD effect : 1y — lo—Isat _Istd

(2)
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lo—Isat
Io

STD amplification factor : Agy = x ligand excess

3)

To determine the STD build-up curves:

STD amplification factor; Agg = STDmax (1—€*'t) (4)
where, STD,,.x is the maximal STD intensity, t is the saturation time and
kg is the saturation rate constant. From Eq. (4), the initial slope, which is
known as the total STD value, can be obtained using Eq. (5):

STDyotal = STDmax x Kst (5)
The initial slope of the STDy, isotherm can be plotted as a function
of ligand concentration to obtain the dissociation constant, Kp:

Bax X [ ligand]"

STDyotal =
ol Kp' + [ligand]'1

(6)

3. Results and discussion
3.1. Sequence analysis

Comparison of E protein of NCOVID19 to SARS-CoV-1 revealed a
very high sequence identity (96% at sequence level) with prominent
variations occurring at the C-terminal domain sequence (* highlighted
residues, Fig. 1). The striking variations include (i) deletion of a C-
terminal glycine (G71) residue; (ii) incorporation of serine (S55), aro-
matic phenylalanine (F56) residue and positively charged R69 residue
in place of threonine (T55) valine (V56), and glutamic acid (E69) resi-
dues, respectively in comparison to SARS-CoV-1. Despite the slight al-
teration in protein parameters due to these subtle variations in the
NCOVID19 E protein sequence, it essentially seems to maintain the
viral titers needed for its dominant infectivity rates as seen through
this NCOVID19 pandemic in comparison to SARS-CoV-1. Knowledge
gained from homology to SARS-CoV-1 via proof of concept studies on
transmembrane (VFLV segment), glycosylation motif (CAYCCN), helical
bundle stretch (VYVYSR), form the putative sites that could anchor the
ligand binding sites and potentially inhibit the viral titer [25].

Blast protein search on protein databank revealed that the
NCOVID19 E protein sequence harbors 86.4% identity with SARS-CoV-
1 E protein (pdb 5X29) as their closest homolog structure. So far, only
NMR structure studies were elucidated, describing the monomer (wild
type protein [13]), and pentameric structural arrangements using Cys
to Ala mutated constructs of SARS-CoV-1, respectively. Despite the

o o lack of structural information on last 10 C-terminal residues, the
nl ol o2 o3
5X29 2000 Q00Q0Q 20000000000 Q0000
1 10 20 30 40 50 60
5X29 LAAYAA
SARS-CoV-1 E LCAYCC
NCOVID19 E LCAYCC
46 el =1 ) N - T G T L I VNS VLLF LAFVVFLLVTLA I L TA LR
TM / Ion channel
n2 o4
5X29 000 02000000Q00Q
70 80
5X29 NIVNVSLV KNL--,--! (oNls T e eiNeiFe
SARS-CoV-1E NIVNVSLV KNLNSSEGVPDLLV
NCOVID19 E NIVNVSLV KNLNSSR.VPDLLV
TK3GE(TM) .. ...... . . . . . . ., ..
o r * %
Glycosylation Helical bundle PDZ

Fig. 1. Sequence alignment of NCOVID19 E protein with its closest homolog SARS-CoV-1. TM stands for trans-membrane domain. Image prepared using ESPript 3.0 [38].
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(A)

Fig. 2. Assembly of the E protein. The (A) dimeric arrangement of E protein reveals the
binding pocket at the C-terminal region in anchorage with the second subunit. (B) This
arrangement was also evidenced in the tetramer.

pentameric arrangement of E protein provided the structural basis for
its ion channel activity. Very recently, the NMR structure of NCOVID19
E protein trans-membrane (TM) domain (pdb 7K3G) in homo-
pentameric assembly was also determined highlighting the importance
of TM residues in mediating ion channel [39]. However, lack of the C-
terminal self-aggregating helical domain and that of PDZ domain struc-
tural details (Fig. 1) eclipses our understanding on these domains at
molecular or atomistic level. Therefore, in this study, we have utilized
the NMR structure (PDB 5X29) [22] with 84.6% sequence identity as a
template to build the 3D structure of NCOVID19 E protein (1-65
amino acids) using the Phyre?® program [29]. Next, our Ramachandran
plot results suggested the model was of excellent stereochemical qual-
ity, with several residues in the most favored regions (Supplementary
Fig. 1). Superimposition of five copies of this E protein onto the individ-
ual subunits of SARS-CoV-1 pentamer using the pymol program pro-
vided a similar pentameric assembly for NCOVID19 E protein.

Binding site analysis with the pentamer structural arrangement re-
vealed prominent binding cavities at the interface of C-terminal stretch
and NTD regions as possible sites for ligand binding, besides the main
central cavity of the ion channel (Fig. 2A and B). The C-terminal
“YVYSRVKNLNSSRV” stretch from one subunit juxtaposes in the vicinity
of the CAYCCN segment harboring the glycosylation site (N45) and the
central channel site of the second subunit at the dimeric interface. This
arrangement provided a prominent binding cavity that serves as poten-
tial anchoring motifs for targeted ligand-based therapeutics. This

YSSNINMAYSAAALS
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structural pattern was visualized across all the five subunits of the
pentamer assembly (Fig. 3).

3.2. Structure-based pharmacophore model

As highlighted in the earlier section, the C-terminal helical bundle,
glycosylation motif, and the central channel residues (NTD) are nicely
juxtaposed in a pentameric assembly to form a ligand-binding site. Res-
idues such as C40, C44, V47, 148, .28, L31 from NTD of one subunit and
the C-terminal residues P54, F56, S60, R61 from another subunit form
the ligand-binding site (Fig. 3B). Mainly, three feature probes compris-
ing of a donor, an acceptor, and a hydrophobe site points are used to
enumerate the interaction hot spots (vector site points). Hierarchical
clustering based on rms distance on each of the three feature types pro-
vided the pharmacophore features targeting the above-mentioned res-
idues (Fig. 4A). Feature or site points that are further away from these
reside are discarded from further model development. Finally, a four-
feature model comprising of donor feature anchored to carbonyl
atoms of C49 residue, an acceptor feature near S60 hydroxyl atoms
and two hydrophobic features in the vicinity of L28, V47, P54, Y57
(Fig. 4B) were evolved to screen the enamine databases.

Database screening with the 4F pharmacophore model was per-
formed with 133 FDA drug molecules that have been recently reported
to be able to inhibit NCOVID19 infection in Vero cell line screening [40]
to assess whether any of these ligands mapped to the E protein
pharmacophore. Interestingly, 13 ligands (Supporting information,
Table 1) were mapped to the NCOVID19 E protein-based
pharmacophore. With this kind of blind control that could map the
known active NCOVID19 ligands, we proceeded to screen the enamine
small molecule commercial library. ADMET property calculations en-
abled to filter ligands that are likely to inhibit to induce liver enzyme
CYPDE6 inhibition, hepatoxicity, high plasma protein binding as well as
ligands with unfavorable solubility and absorption predictions were ex-
cluded from docking studies.

3.3. STD NMR screening identifies ligands that bind to NCOVID19 E protein

Saturation Transfer Difference (STD) NMR spectroscopy is a versatile
and widely used tool [41] that not only identifies the potential binders
(high micromolar to low millimolar affinity) but also enables informa-
tion on the ligand's binding epitope for the protein (NCOVID19 E Pro-
tein). STD NMR experiments with the three ligands helped us to

Fig. 3. Pentameric assembly of the E protein. (A) The site point at the interface of CTD and the NTD are highlighted. (B) The CTD stretch S50-R61 was in close anchorage with the NTD L28-

V47 region that forms a binding cavity.
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Fig. 4. Structure-based pharmacophore model. (A) Interaction feature (acceptor (green), the donor (magenta), hydrophobic (cyan)) clusters at the defined active site on E protein. (B) Four
feature models comprising of (i) an acceptor targeting S60 hydroxyl atoms, (ii) donor anchoring the main chain atoms of C40, and (iii and iv) two hydrophobic features in the vicinity of

V47 128, L31, Y55, and P51 residues were included in the pharmacophore model.

clearly delineate their divergent binding affinities for the NCOVID19 E
protein. Of the 3 ligands purchased, only ligands 1 and 3 (Table 1)
showed weak to moderate affinity, respectively. With respect to the ref-
erence spectrum, the STD spectrum of ligand 1 with 4096 scans shows
low-intensity peaks from 6.8 to 7.0 ppm and 7.8 to 8.0 ppm (data not
shown). Increasing the STD scans to 8192 did reveal conspicuous ligand
peaks from aromatic phenyl rings from 6.8 to 7.0 ppm and 7.8 to
8.0 ppm region. This data suggests that the aromatic ring protons of li-
gand 1 were involved in its binding to the E protein (Fig. 5A). The ligand
2, however, did not show any STD signal, confirming that it does not
bind to the E protein (Supporting information Fig. 2). In contrast, ligand
3, with a much smaller molecular mass than ligand 1 showed moderate
binding for the protons from 7.0 to 7.7 ppm, signifying the involvement
of aromatic benzene rings in its binding to the E protein (Fig. 5B). These
observations indicated the importance of the aromatic interactions in
mediating the E protein association for both ligand 1 and ligand 3.

3.4. Insight into molecular interactions of ligand 1, 3

Our pose selection criterion was based on PLP fitness scores as well as
interactions with the T32, S60, R62, and the hydrophobic interactions in-
volving the 128, 131 V42,146, L51, P54 residues from the E protein that led
to identifying three hits (Table 1 and Supporting information Fig. 3).
Among the three hits verified from STD experiments, ligand 1
(ZINC23221929/751148611) with a chemical name, [2-[[(3S)-2,3-

dihydro-1,4-benzodioxin-3-yl|methylamino]-2-oxo-ethyl] (2S)-2-(1,3-
dioxoisoindolin-2-yl)-4-methylsulfanyl-butanoate, manifested in a PLP
fitness of 61. This ligand comprises two ring systems: benzodioxin-3-yl
and 1,3-dioxoisoindoline groups linked by a 7-atom linker fragment
(Supporting information Fig. 3B). Among the two aryl groups, the
benzodioxine moiety (at one end of the molecule) was found to be
engaged in hydrophobic interactions with 146, L51, P54, residues of the
E protein (light yellow arrows). The other aryl group, i.e., 1,3-
dioxoisoindoline moiety (at the other end of the molecule), was engaged
in both H-bonding interactions with S60 as well as partakes in hydropho-
bic interactions with C44 and V47 (residues not shown). The 4-
methylthiobutanoate fragment, on the other hand, maintained alkyl
hydrophobic interactions with L31, L34, C40 (Fig. 6) in E protein.

In sharp contrast, ligand 3 (ZINC06220062) with a chemical name -
2-(2-amino-2-oxo-ethoxy)-N-benzyl-benzamide had a PLP fitness of 53
(Supporting information Fig. 3D). The 2-oxo-functional group in the 2-
amino-2-oxo-ethoxy fragment was plausibly engaged in the crucial H-
bonding interaction with the S60 residue of CTD of the E protein. On
the other hand, the phenyl moiety anchoring the ethoxy amine frag-
ment was involved in hydrophobic interactions with V47, C40 residues.
Additionally, the N-phenyl moiety was engaged in hydrophobic interac-
tions with the E protein L28, L31, and Y57 residues (light yellow arrows,
Fig. 7). The carbonyl atoms of amide linker, linking the aromatic moie-
ties, in turn, were engaged in a hydrogen bonding interaction with
T35 (black dotted lines) on the N-terminal side of another subunit.

Table 1
The best three molecules with good binding Fitness scores.
Ligand no. Zinc Id number (enamine ID) Structure GOLD PLP fitness ClogP
1 ZINC23221929 (Z51148611) g 61 327
0 \So o O
N o N [ ]@
s/\/ﬁg T 0
2 ZINC0969702 (Z274601552) 57 0.77
I r@
HN N
A %N | N,%SL«O
| NH,
3 ZINC06220062 (Z24937170) 53 1.45
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(A) (B)

Ligand 1 Ligand 3

Reference Reference
STD STD
8.0 75 7.0 6.5 75 7.0
"H/ ppm "H/ ppm

Fig. 5. STD results showing the evidence that ligands bind to the E protein. (A) Ligand 1 shows weak binding with only aromatic protons from 6.8 and 7.8 ppm region; (B) ligand 3 also
shows binding with peaks from aromatic protons from phenyl rings indicated at 7.0-7.6 ppm range. The experiment was performed at 298 K using Bruker Avance IIl 700 MHz and at a
molar ratio of E protein:ligands = 1:100.

Fig. 6. Cartoon and surface representation of ligand 1 (ZINC23221929) binding mode on E proteins. (A) 1,3-dioxoisoindoline moiety of ZINC096322622 was involved in key H-bonding
contact with S60 (black dotted line), while the other two substitutions - benzodioxine ring and 4-methylthiobutanoate moieties mediate the hydrophobic interactions with 146, L51,
P54, and L31, L34, C40 residues respectively (light yellow arrows). (B) Surface View of the binding mode of ZINC096322622 in E protein.

Fig. 7. Binding mode of ZINC06220062 on E protein. (A) Cartoon representation highlighting the crucial H-bonded interaction of 2-amino-2-oxo-ethoxy fragment with S60 residue of E
protein. The linker carbonyl atoms linking the two-aryl moieties were engaged in H-bonded contact T35 (black dotted lines). The two aryl groups - benzyl and benzamide rings were
involved in hydrophobic interaction L28, L31, P51, Y57 on one subunit, and V42, C40, C44, T35 on another subunit (light yellow arrows). (B) Surface view of the binding mode of the ligand.
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Taken together, the hydrophobic interactions with L28, 31, P51, Y57 on
one subunit and V42, C40, C44, T35 on another (light yellow arrows)
along with the key hydrogen bonding interactions involving the S60
residue stabilized the ligand binding. This stable binding to the E protein
can potentially inhibit the protein's functioning, preventing its viral as-
sembly and replication.

These molecular insights prompted us to evaluate whether ligands 1
and 3 compete for similar site and led us to carry out a STD experiment
using an equimolar mixture of ligands 1 and 3 were incubated with the
E protein at a molar ratio of 1:100:100 (protein:ligand 1:ligand 3) to as-
sess a probable competitive binding for a common binding site (Fig. 8A).
Interestingly, the STD profile obtained for the ligand mixture manifested
in better signal intensities between 7.0 and 7.7 ppm, suggesting a stron-
ger binding affinity from ligand 3 (Fig. 8A). Parallelly, only very weak
signals were obtained around 7.8 ppm and further upstream, between
6.8 and 7.0 ppm corresponding to the resonances of ligand 1
(highlighted in Fig. 8A). This data clearly suggested a common or com-
parable binding site in E protein for either of the two ligands (Fig. 8B).

Nevertheless, the sharper signals from ligand 3 indicated a relatively
stronger binding affinity that further attenuates the 1st ligands weak
binding in this competitive interaction for the protein site. The fact
that the aromatic rings partake in the binding interactions with the E
protein suggests that the difference in the aromatic moieties' structural
orientation could be directly correlating to the divergent functional as-
sociation of the two ligands (Fig. 8B). This alternatively indicates the
vantage of the composite benzene rings in the two ligands in
moderating a plausible hydrophobicity mediated stable interaction.

Ligand 3

A
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This understanding further prompted us to focus our studies on the
hydrophobic-rich segment from the E protein that might be serving as
the key residues that define the binding site. We next determined the
binding affinity (Kp) of ligand 3 using five different molar ratios of E
protein/ligand 3 complex. Our binding affinity titrations (Fig. 9A)
depicted the graded increase of STD amplification factor in the proton
resonances of phenyl moiety with increasing concentration of ligand
3 in the presence of 5 uM of protein. The STDyo, isotherms (Fig. 9B)
fit nicely to the specific binding mode with hill slope Eq. (6) and pro-
vided the estimate of Kp, to be 141.7 & 13.6 pM (Fig. 9B).

3.5. Focus on the C-terminal helical bundle segment exclusively in the bind-
ing site for the ligands

To define any involvement of the hydrophobic stretch from the C-
terminal region of the E protein, peptide fragment-based studies were
performed with a 25 residue peptide stretch, involving the C-terminal
segment ranging from N45 to R69 (NR25). The NR25 peptide was syn-
thesized with selectively >N labeled Val and Leu residues to gain spe-
cific insight into any possible role for the hydrophobicity-mediated
interaction. Two-dimensional "H-'>N HSQC spectra as well as STD titra-
tion were recorded for the NR25 peptide in the presence of either li-
gands 1, 3. Though, our HSQC results of the ligands 1, 3 with NR25
peptide did not reveal any chemical shift perturbation on amide reso-
nances for the Val and Leu residues (Supporting information Fig. 4).
On the other hand, surprisingly, when we employed STD NMR titration
of ligand 3 with NR25 (N45-R69) showed the peaks of ligand aromatic

Ligand 1
(A)

Ligand 1

Reference

STD

Z

N

Fig. 8. (A) The competitive binding assay shows most of the peaks involved with ligand 3 than ligand 1, signifying that ligand 3 had a comparatively more substantial binding.
(B) Molecular overlay of ligands 1 and 3 binding poses onto E protein. Shown in subset box is the superimposition of aryl groups in ligand 1 and 3 in close proximity (protein E

cartoon structure was hidden for clarity).
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Fig. 9. Binding affinity of ligand 3 to E protein. (A) STD build up curves at different saturation time to determine STDy, using Eqgs. (4) and (5). (B) Dissociation constant (Kp) were
calculated for E protein/ligand 3 complex using hill equation (Eq. (6)) using prism 9. (C) Binding of ligand 3 to C terminal E protein NR25 (N45-R69) at a molar ratio of NR25:ligand

3 = 1:100. The experiment was performed at 298 K using Bruker Avance IIl 700 MHz.

moieties at 7.0-7.7 ppm in STD spectrum (Fig. 9C) in a manner similar
to E protein. This crucial data further maps the involvement of C-
terminal helical bundle as binding epitope for ligand binding and cor-
roborates our hypothesis that C-terminal helical bundle could mediate
important role in viral replication.

4. Conclusions

Our present study identified a micromolar affinity hit molecule by
targeting NCOVID19 E protein by employing protein-based
pharmacophore generation, database screening, docking fitness,
and ADMET filters. Further, our STD NMR based biophysical experi-
ments led us to identify that the aromatic benzene rings in ligands
3 form the epitope requisite for binding to the C-terminal
helical bundle of NCOVID19 E protein. This study could serve as a
stepping-stone to open new avenues for small molecule inhibitor de-
velopment of NCOVID19 E protein. Future study, employing struc-
ture guided hit optimization via medicinal chemistry efforts on
ligand 3 scaffold would be the ideal way forward for us to character-
ize and improve the potency of newer derivatives in cell based viral
infectivity assays or suitable animal based models.
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