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The recurring outbreak of Zika virus (ZIKV) worldwide makes an emergent demand for
novel, safe and efficacious anti-ZIKV agents. ZIKV non-structural protein 5 (NS5)
methyltransferase (MTase), which is essential for viral replication, is regarded as a
potential drug target. In our study, a luminescence-based methyltransferase assay was
used to establish the ZIKV NS5 MTase inhibitor screening model. Through screening a
natural product library, we found theaflavin, a polyphenol derived from tea, could inhibit
ZIKV NS5MTase activity with a 50% inhibitory concentration (IC50) of 10.10 mM. Molecular
docking and site-directed mutagenesis analyses identified D146 as the key amino acid in
the interaction between ZIKV NS5 MTase and theaflavin. The SPR assay indicated that
theaflavin had a stronger binding activity with ZIKV NS5 wild-type (WT)-MTase than it with
D146A-MTase. Moreover, theaflavin exhibited a dose dependent inhibitory effect on ZIKV
replication with a 50% effective concentration (EC50) of 8.19 mM. All these results indicate
that theaflavin is likely to be a promising lead compound against ZIKV.

Keywords: Zika virus, NS5, methyltransferase, inhibitors, theaflavin
INTRODUCTION

Zika virus (ZIKV), emerging as a global healthcare threat, belongs to mosquito-transmitted
Flavivirus in the Flaviviridae family, which also includes Dengue (DENV), yellow fever (YFV),
West Nile (WNV), Japanese encephalitis (JEV) and tick-borne encephalitis (TBEV) viruses (Miner
and Diamond, 2017; Mittal et al., 2017). All the flavivirus can bring global emergencies and cause
great burdens to public health. Before the French Polynesian outbreak in 2013, ZIKV was
considered a mild disease (Musso et al., 2015). However, severe Guillain-Barre syndrome was
found in this outbreak (Musso et al., 2014). In 2015, ZIKV was declared a global public health
emergency by WHO due to its explosive spread through the Americas (Faria et al., 2016). More
importantly, until now, no vaccines or drugs have been found effective for prevention or treatment
of ZIKV infection (Masmejan et al., 2018). As a result, developing anti-ZIKV agents becomes
an emergency.

ZIKV is a small enveloped single-stranded positive-sense RNA virus (Lindenbach and Rice,
2003). Its genome encodes a polyprotein (~3423 amino acids in length), which consists of 3
structural proteins (capsid (C), membrane (M) and envelope (E)), as well as 7 nonstructural
gy | www.frontiersin.org April 2021 | Volume 11 | Article 6653791
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proteins (NS1, NS2A, NS2B, NS3, NS4A, NS4B, and NS5) (Sirohi
and Kuhn, 2017). Among the nonstructural proteins, NS5 is the
largest enzyme including 904 amino acids (Issur et al., 2009;
Piorkowski et al., 2016). It consists of 2 domains: an RNA-
dependent RNA polymerase (RdRp) domain at the C-terminal
and a methyltransferase (MTase) domain at the N-terminal
(Elshahawi et al., 2019). The NS5 RdRp domain contributes to
the viral RNA synthesis through a de novo initiation mechanism
(Godoy et al., 2017). The NS5 MTase domain methylates the
RNA cap to form N-7-methyl-guanosine and 2’-O-methyl-
adenosine using S-adenosyl-L-methionine (SAM) as the methyl
donor (Zhang et al., 2017).

It has shown that both N-7-methyl-guanosine and 2’-O-
methyl-adenosine activities of MTase are essential for viral
replication (Dong et al., 2010a; Züst et al., 2011; Züst et al.,
2013). Therefore, suppression of MTase activity is a promising
strategy for the development of anti-ZIKV agents. Crystal
structural research revealed that the MTase core domain
consisted of SAM-binding pocket, cap-binding site and
positive RNA-binding site. Both SAM-binding pocket and cap-
binding site of MTase have been proved essential, making the
ZIKV MTase an attractive target for the development of ZIKV
inhibitors (Duan et al., 2017).

The identification of target-based antiviral agents has been
successful in treating viral infections, such as HIV, HCV and
dengue fever (Borkow et al., 1997; Chen and Njoroge, 2010; Xu
et al., 2012). Thus, the target-based drug identification strategy
might be adopted in anti-ZIKV agent identification. Since ZIKV
MTase is a promising drug target for anti-ZIKV agents, its
inhibitors such as sinefungin and SAH (S-adenosyl-
homocysteine) have been previously identified to interfere both
N7 and 2′-O methylation reactions of DENV NS5-MTase (Lim
et al., 2008; Chung et al., 2010; Selisko et al., 2010; Wang et al.,
2018). However, due to their poor cellular permeability and non-
selectivity, practical applications of these two inhibitors are
limited (Lim et al., 2015). Recently, a conserved hydrophobic
pocket near the SAM-binding site of ZIKV NS5 MTase was
identified through structural research, paving the way of its
highly specific inhibitor identifications (Dong et al., 2010b; Lim
et al., 2011; Duan et al., 2017).

In this study, we first expressed and purified ZIKV NS5
MTase. Then the activity of ZIKV NS5 MTase was
characterized by a luminescence-based methyltransferase assay.
Meanwhile, we established a ZIKV NS5 MTase inhibitor
screening system. By screening a natural product library of 228
compounds, theaflavin was identified to inhibit the activity of
ZIKV NS5 MTase with a 50% inhibitory concentration (IC50) of
10.10 mM. Moreover, we further illustrated the inhibitory
mechanism of theaflavin by molecular docking and site-
directed mutagenesis. The inhibitory effect of theaflavin
depended on its interaction with D146 at ZIKV NS5 MTase
SAM-binding site. This direct binding was demonstrated by
surface plasmon resonance assay. Anti-ZIKV activity assay
showed theaflavin possessed a 50% effective concentration
(EC50) of 8.19 mM on ZIKV replication. Theaflavin, a natural
polyphenol from tea, may be a potent anti-ZIKV agent.
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 2
MATERIALS AND METHODS

Materials
Dithiothreitol, imidazol, Tris-HCl and other common assay
reagents were purchased from Sigma (St. Louis, MO, USA).
The ZIKV cDNA was synthesized by Invitrogen (Waltham, MA,
USA). The ZIKV RNA sequence for methyltransferase reaction
was synthesized de novo by Genscript (Nanjing, Jiangsu, CHN).
The RNA capping kit was purchased from New England Biolabs
(Ipswich, MA, USA). MTase-Glo Methyltransferase Assay kit
was purchased from Promega (Madison, WI, USA). HisTrap FF
crude and CM5 sensor chip were purchased from GE (Uppsala,
Sweden). 384-well white plates were obtained from Corning
(Corning, NY, USA). Discovery Studio 2018 R2 software was
provided by Accelrys (San Diego, CA, USA). The screening
library was a natural product library provided by MedChem
Express (Monmouth Junction, NJ, USA).

Plasmid Construction and Protein
Expression
The cDNA sequence of ZIKV NS5 MTase (nucleotide 7666 to
8463; strain ZikaSPH2015; GenBank accession number
KU321639.1) was synthesized by Invitrogen (Waltham, MA,
USA). The fragment was fused into the pET-30a(+) expression
vector, in which N-terminal His tags were introduced both
upstream and downstream. Then the reconstructed plasmid
was transformed into the E. coli DH5a strain. Site-directed
mutagenesis using the Fast Mutagenesis System (TransGen
Biotech, Beijing, China) was carried out to construct plasmids
carrying the ZIKV NS5 MTase mutants (D146A-MTase and
K105A-MTase, respectively). BL21 was chosen for protein
expression. Transformed cells were grown in LB medium
containing 50 mg/mL kanamycin at 37°C till they reached
A600 = 0.4-0.6. Protein expression was automatically induced at
20°C for 16 h in ZYmedium (10 mg/mL tryptone, 5 mg/mL yeast
extract, 3.55 mg/mL Na2HPO4, 3.4 mg/mL KH2PO4, 2.68 mg/
mL NH4Cl, 0.71 mg/mL Na2SO4, 5 mg/mL glycerol, 0.5 mg/mL
glucose, 2 mg/mL a-lactose monohydrate, 2 mM MgSO4)
containing 50 mg/mL kanamycin. Cells were harvested by
centrifugation. To purify, a Ni2+ HisTrap chelating column
was used to load target protein resolved in the supernatant.
Buffer A (containing 25 mM Tris, 500 mM NaCl, and 25 mM
imidazole at pH 7.8) assisted to load target protein on the
column. Buffer B (containing 25 mM Tris, 500 mM NaCl, and
350 mM imidazole at pH 7.8) was prepared to achieve a stepwise
gradient elution. SDS-PAGE and Coomassie blue staining were
used to analyze the purified protein WT-MTase, D146A-MTase
and K105A-MTase. The recombinant proteins were also
confirmed by Western blot using anti-His-tag antibody. Then
they were stored in 20 mM Tris-HCl (pH 7.0), 500 mM NaCl,
10% glycerol, and 2 mM EDTA-2Na at -80°C until use.

ZIKV NS5 MTase Activity Assay
NS5 WT-MTase, D146A-MTase and K105A-MTase proteins
were purified as described above. The RNA sequence (5´-AGU
AGUUCGCCUGUGUGAGCUGACAAACUUAGUAGUGUU
April 2021 | Volume 11 | Article 665379
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UGUGAGGAUUAAUAACAAUUAACACAGUGCGAGCUG
UUUCUUAGCACGAAG-3`) for methyltransferase reaction
was synthesized de novo by Genscript (Nanjing, Jiangsu,
China). Then the RNA was capped, as following: 15 mL 0.67
mg/mL RNA was heat at 65°C for 5 min, then placed at 0°C for
5 min. Subsequently, 2 mL 10× reaction buffer (500 mM Tris-HCl
(pH 8.0), 50 mM KCl, 10 mMMgCl2 and 10 mM DTT), 1 mL 10
mM GTP, 1 mL 2 mM SAM and 1 mL 10,000 U/ml capping
enzyme were added and the capping system was incubated at
37°C for 30 min (Grudzien et al., 2004). Then mixing the 167 mg/
L capped RNA with 40 mM SAM solution in equal volume to
produce the substrate solution. The NS5 MTase activity assay was
performed in a 8 mL reaction system containing 4 mL substrate
solution and 4 mL 8 mMmethyltransferase solution (diluted by 4×
reaction buffer: 80 mM Tris buffer, pH 8.0; 200 mM NaCl; 4 mM
EDTA; 12 mMMgCl2; 0.4 mg/ml BSA; 4 mM DTT) using a 384-
well white plate for 2 hours. Then 2 mL 0.5% TFA was added to
stop the reaction. After termination of the reaction, 2 mL 6×
MTase-Glo Reagent was added with an incubation of 30 min.
Subsequently, 12 mL MTase-Glo Detection solution was added.
After 30-minute incubation at room temperature, the released
luminescence (LUM) was finally measured by luminometer
(Kundaje et al., 2015).

ZIKV NS5 MTase Inhibitor Screening
After establishing the Zika NS5 MTase activity assay, we
established the high-throughput screening assay model for its
inhibitors. A natural product library of 228 compounds was
screened at 20 mM. The screening assay was similar to the MTase
activity assay, but with some modifications. The compounds
were first incubated with MTase for 1 hour at room temperature.
Then the MTase activity was detected as described above.
Compounds with a MTase activity inhibition ratio over 50%
were picked out and were tested in a 6-dose IC50 mode with a
two-fold serial dilution starting at 400 mM. Sinefungin, an
accepted broad-spectrum MTase inhibitor, was chosen as
positive control for the MTase inhibition assay. Z’ factor for
the high-throughput screening model was calculated using the
equation: Z’=1-3(Sp+Sn)/|mp-mn|, where mp and mn represent
mean values of wells treated with 1% DMSO and wells treated
with 20 mM sinefungin; Sp and Sn are the standard deviations.
Data analysis was performed using GraphPad Prism 6.0 software
for curve fits and IC50 calculation.

Molecular Docking Between Theaflavin
and NS5 MTase
The co-crystallized structure of ZIKVMTase (PDB ID: 5WXB) was
downloaded from the Protein Data Bank (Zhou et al., 2017). Water
molecules and co-crystallized ligand SAH were removed from the
protein. Before molecular docking, the ligand (theaflavin) and
receptor (NS5 MTase) were prepared by the protocol “Prepare
Ligands”, “Prepare Protein”, respectively. The docking protocol C-
DOCKER was employed to predict the scoring and binding
interactions between theaflavin and MTase. The docking pocket
was defined based on the reported active sites of NS5 MTase,
corresponding to S56, G86, W87, H110, D131, V132 and D146
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 3
(Duan et al., 2017). The docked complexes were evaluated using the
C-DOCKER energy scores. The key amino acid was analyzed.

Surface Plasmon Resonance Assay
Surface plasmon resonance assay was performed at 25°C in PBS-
T running buffer (PBS containing 0.05% Tween 20 and 0.1%
DMSO) using a BIAcore T200. Firstly, WT-MTase was coated
onto a CM5 sensor chip. After optimizing the pH condition, the
NHS/EDC amine coupling reaction was carried out for WT-
MTase immobilization in 10 mM sodium acetate buffer at pH
5.0. Then different concentrations of theaflavin (ranging from 0
to 200 mM) flowed over the WT-NS5 MTase immobilized chip.
Response unit (RU) was used to reflect the binding activity
between theaflavin and WT-MTase. Experiment data were
analyzed by the BIAcore evaluation software package and the
compound-protein interaction was illustrated by the equilibrium
dissociation constant (KD). The same method was employed to
examine the interaction between D146A-MTase and theaflavin.

In Vitro Anti-ZIKV Activity
The anti-ZIKV activity of theaflavin was evaluated by a cell
viability assay based on ZIKV-induced cytopathic effect (CPE)
using chloroquine as a positive control (Han et al., 2018; Lin
et al., 2019). Monolayers of Huh-7 cells were cultured in six well
tissue culture plates and incubated under 5% CO2 at 37°C. Before
infected by the ZIKV (SMGC-1) (obtained from the Institute of
Microbiology, Chinese Academy of Sciences, Beijing, China),
Huh-7 cells were pre-treated with chloroquine or theaflavin at
serial concentrations (0-128 mM) for 1 hour. After infected with
ZIKV at a multiplicity of infection (MOI) of 0.1, the inoculum
was removed and was replaced with medium containing
chloroquine or theaflavin. The plates were incubated for 72 h.
Then the cell viability was measured by a CellTiter-Glo
Luminescent cell viability kit (Promega, WI, USA) according
to the manufacturer’s instructions at 72 h post-infection (hpi).
Wells containing uninfected cells with no drugs served as the
control (100%). Antiviral activity was determined based on the
percentage of cell viability of cultures treated with drugs
compared with the control. The concentration of a compound
achieving 50% protection against virus induced cell death was
defined as the 50% effective concentration (EC50). EC50 value was
calculated by nonlinear regression using GraphPad Prism
6.0 software.

Quantitative Reverse Transcription
Polymerase Chain Reaction
(qRT-PCR) Assay
ZIKV RNA was quantitatively determined by qRT-PCR. Huh-7
cells were treated with chloroquine or theaflavin at serial
concentrations (0-128 mM) for 1 hour before infection by
ZIKV. After ZIKV infection, Huh-7 cells were incubated with
medium containing chloroquine or theaflavin for 72 h. The cell
supernatants were collected at 72 hpi for viral RNA copies
measurement using qRT-PCR. Total RNA was extracted using
Trizol reagent (Invitrogen, MA, USA). Then qRT-PCR was
performed using primers as follows: ZIKV-forward: 5′-
April 2021 | Volume 11 | Article 665379
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TGCCCAACACAAGGTGAAGC-3′ , ZIKV-reverse: 5′-
CTCTGTCCACTAAYGTTCTTTTGC-3′. Amount of viral
RNA was quantitatively assayed using RNA UltraSense One-
step quantitative RT-PCR kit (Invitrogen, MA, USA) according
to the manufacturer’s instructions. The significance level
between two groups was calculated using t-test. P value < 0.5
was considered to show a significant difference.

CCK-8 Assay
Cytotoxicity of theaflavin was determined using CCK-8 assay.
Huh-7 cells were cultured under 5% CO2 at 37°C before injected
into the 96-well plates. Then two-fold serially diluted theaflavin
from 1 to 128 mM was added in three replicates. After 24-hour
incubation, medium was discarded and CCK-8 reagent was
added. Detection was carried out after 2.5 hours incubation at
37°C.
RESULTS

Purification and Characterization of ZIKV
NS5 MTase
The NS5 MTase recombinant protein was expressed in a soluble
form and was purified using Ni2+ HisTrap chelating columns. In
SDS-PAGE analysis, the purified MTase showed a molecular
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 4
weight of approximately 35 kDa (Figure 1A). The recombinant
protein was also confirmed by Western blot using anti-His-tag
antibody (Figure 1A).

The NS5 MTase activity assay was carried out by mixing NS5
MTase with capped virus RNA and SAM in the assay buffer.
During the reaction, methyls of SAM were transferred onto the
GTP-cap and adjacent adenine, leaving SAH as a by-product of
the reaction. The principle of MTase activity assay is the indirect
detection of SAH. First, addition of MTase-Glo Reagent
converted the generated SAH to ADP. Subsequently, addition
of MTase-Glo Detection Solution converted ADP to ATP, which
is detected via a luminescence emission reaction. The released
luminescence signal was used to quantify the enzyme activity. In
general, the increase of SAH corelated with the enhancement of
the LUM signal. The mechanism of the MTase activity assay was
shown in Figure 1C. Time course experiment showed the
enzymatic activity of WT-MTase increased (~50, 000 LUM) as
the reaction time extended (0-60 min) (Figure 1B). It
approached the stable phase after an incubation of 35 min.

Inhibitory Effects of Theaflavin on ZIKV
NS5 MTase Activity
Based on the methyltransferase assay, we established the high-
throughput screening assay. Sinefungin, a broad-spectrum
MTase inhibitor, was used as a reference compound. As is
A B

C

FIGURE 1 | Purification and characterization of ZIKV NS5 MTase. (A) Purification of NS5 MTase and its mutants. SDS-PAGE (top) and Western blot (bottom) using
anti-His-tag antibody analysis of the recombinant proteins. Lane M, protein marker. Lane 1, total cellular proteins containing induced recombinant WT-MTase. Lane
2, supernatant of cellular lysate containing induced recombinant WT-MTase. Lane 3, purified recombinant WT-MTase. Lane 4, purified recombinant D146A-MTase.
Lane 5, purified recombinant K105A-MTase. (B) Activity of recombinant WT-MTase, D146A-MTase and K105A-MTase. Luminescence-based methyltransferase
assay was used. The time course experiment was repeated three times. (C) Schematic for the principle of the luminescence-based methyltransferase assay.
April 2021 | Volume 11 | Article 665379
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shown in Figure 2A, sinefungin exhibited a robust dose-
dependent inhibition to NS5 MTase (IC50 = 4.03 mM) in the
screening assay. Then, we determined the Z’ factor of the
luminescence-based screening for ZIKV NS5 MTase inhibitors
in the 384-well plate using 20 mM sinefungin or 1% DMSO. The
Z’ factor of the assay is 0.86 (Figure 2B).

The initial screening was carried out using methyltransferase
assay to screen a natural product library of 228 compounds at
20 mM. Two compounds, theaflavin and chitosan, with MTase
inhibitory activities over 50% were selected. Then, theaflavin and
chitosan were tested for IC50 by methyltransferase inhibitory
assay. We found theaflavin had an IC50 of 10.10 mM (Figure 2D),
better than chitosan with an IC50 of 26.99 mM. Therefore,
theaflavin was selected for the further study. The structure of
theaflavin was shown in Figure 2C.

Molecular Docking Between Theaflavin
and ZIKV NS5 MTase
To investigate the binding mechanism between theaflavin and
MTase, we performed molecular docking using CDOCKER
protocol of Discovery Studio 2018R2 software. The crystal
structure of MTase was acquired from Protein Data Bank
(PDB: 5WXB) with a resolution at 1.76 Å. The binding mode
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 5
getting the highest score of CDOCKER energy was shown in
Figure 3A. The detailed binding information showed that
theaflavin bound to MTase by two conventional hydrogen
bonds (H-bonds) (Figure 3B). One is formed by the hydroxyl
group of theaflavin with D146, a key amino acid for ZIKV NS5
MTase activity (Duan et al., 2017). The other is formed by the
oxygen atom of the theaflavin with K182 residue, which located
out of the active center. Therefore, we inferred that the inhibitory
effect of theaflavin to MTase activity is dominated by the H-bond
interaction between D146 and theaflavin.

Construction of ZIKV NS5 MTase
Mutations and Evaluation of
Theaflavin Activity
Based on the molecular docking results, we conducted site-
directed mutagenesis to further investigate the inhibition
mechanism of theaflavin to MTase. We mutated D146 to A146
and carried out a bioactivity analysis. Meanwhile, we mutated
K105 (the amino acid located outside of the active center) to
A105, which was used as a negative control. The mutant proteins
were named D146A-MTase and K105A-MTase, respectively.
Both D146A-MTase and K105A-MTase proteins were purified
(Figure 1A). The methyltransferase activity of K105A-MTase
A B

C D

FIGURE 2 | Screening assays for ZIKV NS5 MTase inhibitors and identification of the hit compound theaflavin. (A) Inhibition of MTase by the positive control
sinefungin. Two-fold dilutions (0.75-24 mM) of sinefungin were used. The MTase activity of the DMSO control was set as 100%. (B) Z’ factor of the luminescence-
based assay. MTase was incubated with 20 mM positive control sinefungin or 1% DMSO for 1 h at room temperature. Then the luminescence intensity was
measured and Z’ factor was calculated as described. (C) Structure of theaflavin. (D) WT-MTase and mutant MTases inhibition assays. Half maximal inhibition
concentration (IC50) values were calculated from dose-response curves in three independent experiments using GraphPad 6.0.
April 2021 | Volume 11 | Article 665379
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decreased slightly compared with WT-MTase, but D146A-
MTase activity decreased sharply compared with WT-MTase
(Figure 1B). To determine the inhibition mechanism of
theaflavin, both D146A-MTase and K105A-MTase were used
to evaluate the inhibition activity of theaflavin. In the
luminescence-based methyltransferase assay, the IC50 values of
theaflavin for D146A-MTase and K105A-MTase were 198.70
mM and 37.76 mM, respectively (Figure 2D). We observed that
theaflavin had a 20-fold IC50 value increase when the receptor
was changed from WT-MTase to D146A-MTase. However, IC50

value raised slightly, when WT-MTase was changed to K105A-
MTase. Combining the results of molecular docking and protein
mutant assays, we speculated that theaflavin bound to D146 to
inhibit NS5 MTase activity.
Confirming the Interaction Between
Theaflavin and ZIKV NS5 MTase
The SPR technique is considered one of the most accurate
analytical tools for detection of biomolecular interactions
between proteins and small molecules. Thus, the interaction
between theaflavin and ZIKV NS5 MTase could be measured by
SPR. Purified WT-MTase or D146A-MTase was coated onto the
BIAcore CM5 sensor chip, respectively. Then they were exposed
to various concentrations of theaflavin to measure the binding
activity by RU. Evident increase in RU inferred theaflavin could
bind with WT-MTase in a dose-dependent (0-200 mM) manner
(Figure 4A). When D146A-MTase was chosen as the analyte,
there was an obvious decrease in RU compared with WT-MTase
(Figure 4B).

In SPR analysis, we use KD (equilibrium dissociation
constant) to measure the interaction intensity between the
compound and the protein. Data showed theaflavin could bind
withWT-MTase with the KD equaled to 6.44×10-5 mM. However,
the KD increased 4 times when the protein coated on CM5 censor
chip was changed fromWT-MTase to D146A-MTase (25.19×10-
5 mM), which indicated the interaction intensity between
theaflavin and D146A-MTase decreased comparing with that
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 6
between theaflavin and WT-MTase. Combining the results of
MTase activity assay, molecular docking and SPR analysis, we
speculated theaflavin inhibited WT-MTase activity by binding to
the key amino acid D146.

Anti-ZIKV Activity of Theaflavin
The anti-ZIKV activity of theaflavin was first assessed by cell
viability assay based on ZIKV-induced cytopathic effect (CPE).
It’s a simple and fast method to evaluate the anti-ZIKV agents by
A B

FIGURE 3 | Molecular docking of ZIKV NS5 MTase and theaflavin. (A) The predicted pose of theaflavin binding to the active pocket of ZIKV NS5 MTase. Theaflavin
is represented by a stick model (grey, carbon atoms; deep red, oxygen atoms; light grey, hydrogen atoms). The deep blue sticks represent the amino acids
interacting with theaflavin. (B) The detailed intermolecular bonds between ZIKV NS5 MTase and theaflavin. The hydrogen bond between D146 and the hydrogen
atom of theaflavin is green. Hydrogen bond is also observed between K182 and oxygen atom of theaflavin.
A

B

FIGURE 4 | Surface plasmon resonance analysis for the binding of theaflavin
to WT-MTase and its mutant. (A) Binding of theaflavin to WT-MTase protein.
Various concentrations (0-200 mM) of theaflavin were injected into the
chamber of a WT-MTase coated sensor chip. The change of response units
(RU) is shown. (B) Binding of theaflavin to D146A-MTase protein.
April 2021 | Volume 11 | Article 665379
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measuring its ability to inhibit ZIKV-induced CPE. Now it has
been used in drug discovery to preliminarily evaluated the anti-
ZIKV activities (Shan et al., 2016; Xie et al., 2016; Han et al.,
2018). After 72 hpi, cell viability was measured using a CellTiter-
Glo Luminescent cell viability kit, a luminescent-based assay that
quantifies the amount of ATP in metabolically active cells.
Chloroquine was used as a positive control. It was shown that
chloroquine and theaflavin could restore Huh7 cell viability or
protect from ZIKV induced CPE in a dose dependent manner.
The EC50 of chloroquine and theaflavin was 2.55 mM and
8.19 mM respectively, suggesting a potent anti-ZIKV activity
of theaflavin (Figure 5A). To further monitor viral RNA
production in Huh7 cells after ZIKV infection, we performed
the virus yield reduction assay of theaflavin by qRT-PCR. As
expected, chloroquine and theaflavin significantly reduced viral
RNA copy numbers in a dose dependent manner. Treatment
with 20 mM theaflavin led to more than 50% reduction of viral
RNA detected in the supernatant (Figure 5B). Combined the cell
viability assay with the virus yield reduction assay by qRT-PCR,
we preliminarily determined the anti-ZIKV activity of theaflavin.
CCK-8 assay indicated that CC50 (50% cytotoxic concentration)
of theaflavin to Huh7 cells was higher than 128 mM, which is 10
times higher than its EC50 to ZIKV infected Huh-7 cells,
indicating the inhibitory effect of theaflavin to Huh7 was not
due to its cytotoxicity (Figure 5C).

In all, these results revealed that theaflavin could target D146
of ZIKV NS5 MTase to inhibit ZIKV infection.
DISCUSSION

Currently, several promising ZIKV drug targets encoded by
ZIKV or present in host cells have been identified. Compounds
that could prevent the progression of ZIKV infection or interfere
with the function of ZIKV proteins were considered the potential
anti-ZIKV agents. Among these, inhibitors targeting ZIKV
proteins were significant. NS2B/NS3 protease inhibitor
temoporfin (Li Z. et al., 2017), NS3 helicase inhibitor suramin
(Albulescu et al., 2017), envelope glycoprotein inhibitor
nanchangmycin (Rausch et al., 2017), NS5 RdRp inhibitor
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 7
sofosbuvir (Xu et al., 2017) and NS5 methyltransferase
inhibitor sinefungin (Coutard et al., 2017) were all promising
anti-ZIKV drugs. Although considerable resources have been
invested into anti-ZIKV drug discovery, no drugs are available in
clinic. The main reason for this is their high inhibition
concentration to ZIKV or their cytotoxicity (Xie et al., 2017).
Among these existing drug targets, ZIKV NS5 MTase was one of
the most promising ones.

The crystal structure of ZIKV NS5 MTase revealed that the
SAM-dependent domain which contained a binding site for
SAM could be a drug target (Duan et al., 2017). Currently,
several inhibitors targeting NS5 MTase SAM-dependent domain
have been identified. Sinefungin, an analogue of SAM, has been
shown to inhibit NS5 MTase of DENV and WNV with the IC50

of approximately 0.63 mM and 14 mM, respectively (Dong et al.,
2008). In this research, we found sinefungin could inhibit ZIKV
NS5 MTase with an IC50 of 4.03 mM. Therefore, we selected
sinefungin as a positive control for ZIKV NS5 MTase inhibitor
screening. However, sinefungin exhibited anti-virus activities
with the EC50 of 77 mM for DENV, 27 mM for WNV and > 50
mM for ZIKV (Dong et al., 2008; Tao et al., 2018). The weak anti-
ZIKV activity made it insufficient to be a candidate. Interestingly,
theaflavin showed better activity against ZIKV with an EC50 of
8.19 mM, leading it a more potent anti-ZIKV hit. In addition to
the SAM analogues, another SAM-competitive inhibitor NSC
12155, obtained from virtual screening in a compound library,
showed inhibitory activities toward NS5 MTase of WNV and
YFV in vitro with the IC50 ranging from 0.50 to 3.00 mM.
Antiviral efficacy of NSC 12155 toward WNV, DENV-2 and
JEV was also observed in cell-based assays with the EC50 ranging
from 1.00 to 7.00 mM (Brecher et al., 2015). However, NSC 12155
showed no inhibitory activity toward ZIKV. Our data showed
that theaflavin inhibited ZIKV NS5 MTase activity with an IC50

of 10.10 mM, as well as the EC50 of 8.19 mM in the in vitro anti-
ZIKV activity assay. Theaflavin was able to interfere with NS5
MTase activity by directly binding to the key amino acid D146,
which located in the SAM-binding pocket. Compared with
compound NSC 12155, theaflavin exhibited a similar but more
distinct inhibition mechanism. Moreover, NSC 12155 was
screened from a cancer therapeutic compound library and
A B C

FIGURE 5 | The theaflavin inhibits ZIKV infection with low cytotoxicity. (A) Dose dependent inhibition of ZIKV by theaflavin in Huh7 cells. Chloroquine was used as a positive
control. (B) qRT-PCR analyses of viral RNA inhibition by theaflavin in Huh7 cells. **P < 0.01, ***P < 0.001, ****P < 0.0001. Data were shown as the mearn ± SD (N = 3).
(C) Cytotoxicity of theaflavin. Huh7 cells were treated with different concentrations of theaflavin (1-128 mM). The cell viability was measured by CCK-8 assay.
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exhibited higher cytotoxicity compared with theaflavin. In
conclusion, it is obvious that theaflavin shows advantages over
NSC 12155.

For anti-ZIKV drug development, repurposing clinically
approved drugs is an effective approach. Chloroquine, a widely
used antimalarial drug, is found to significantly inhibit ZIKV
infection in vitro, with an EC50 of 1-5 mM (Li C. et al., 2017; Han
et al., 2019). Chloroquine inhibits the changes of low pH-
induced conformation required for the fusion of the ZIKV
envelope protein with the endosomal membrane (Delvecchio
et al., 2016). It blocks ZIKV replication at an early stage (Persaud
et al., 2018). It is known that RNA viruses mutate frequently,
which leads to a need for novel antiviral agents with distinct
mechanism. Due to the essential role of ZIKV NS5 MTase,
development of its inhibitor is an attractive strategy. In this
research, we identified theaflavin from the natural product
library. It is the first natural compound reported to bind with
the active residue (D146) to inactive the ZIKV NS5 MTase. The
low cytotoxicity of natural compound might make theaflavin a
promising compound in anti-ZIKV drug development.

As one of the components from tea, theaflavin is a polyphenol
with various biological properties, such as anti-viral, anti-
bacterial, anti-metabolic syndrome and anti-tumor activities
(Sahoo et al., 2016; Takemoto and Takemoto, 2018). By
interfering with the p53 function, theaflavin regulated multiple
hallmarks of carcinogenesis, which corelated with its anti-tumor
activity (Mohanty et al., 2012). It was reported that theaflavin
could increase the expression of some metabolism-related genes,
significantly enhancing the systemic energy expenditure that
contributed to its anti-metabolic syndrome activity (Kudo
et al., 2015). For anti-bacterial activity, theaflavin exhibited
antimicrobial effects by interfering with the biofilm
conformation (Kong et al., 2015). Recently, scientists paid
more attention to its anti-viral activities. Sahoo et al. found it
was a natural inhibitor against influenza A (H1N1)
neuraminidase (Sahoo et al., 2016). It also showed anti-herpes
simplex virus activity with an EC90 of 50 mM (de Oliveira et al.,
2015). Most importantly, theaflavin exhibited significant
inhibitory activity toward SARS-CoV-2 in a dose-dependent
manner by targeting the 3CL-protease, which was essential for
the cleavage of its polyprotein to make individual proteins
functional and absolutely needed for replication of the virus
(Jang et al., 2020). Moreover, in silico docking showed theaflavin
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could form hydrogen bonds with SARS-CoV-2 RdRp at residues
Asp452, Arg553 and Arg624, indicating its potential anti-SARS-
CoV-2 activity as well (Lung et al., 2020). However, there have
been no reports of theaflavin’s anti-ZIKV activity until now. Like
we mentioned above, we conducted that theaflavin inhibited
ZIKV NS5 MTase by binding to the active amino acid D146 in
SAM-binding site. Theaflavin is the first natural compound
reported to directly bind to the active site D146 of ZIKV NS5
MTase to inhibit ZIKV replication.

Hopefully, theaflavin can be developed as an effective anti-
ZIKV agent by structure-based optimization and rational design
in the future. This research may help us to find new anti-ZIKV
drug candidates and provide further insights into anti-ZIKV
drug development. Moreover, the results in this research have
also provided some deep insights into COVID-19 drugs
discovery, as MTase is also a highly viable drug target for
SARS-CoV-2.
DATA AVAILABILITY STATEMENT

The original contributions presented in the study are included in
the article/supplementary material. Further inquiries can be
directed to the corresponding authors.
AUTHOR CONTRIBUTIONS

JJ, YH and YL planned and designed the study. WS, HZ, YZ and
YC performed the experiment and analyzed the data. YL, WS
and JJ wrote and revised the manuscript. All authors contributed
to the article and approved the submitted version.
FUNDING

This work was supported by National Natural Science Foundation
of China (No. 81773784), CAMS Major Collaborative Innovation
Project (No. 2016-I2M-1-011), Beijing Nova Program (No.
Z181100006218075), Basic Scientific Research Program of CAMS
(No. 2018RC350005), and Drug Innovation Major Project (No.
2018ZX09711001-002-002).
REFERENCES
Albulescu, I. C., Kovacikova, K., Tas, A., Snijder, E. J., and van Hemert, M. J.

(2017). Suramin inhibits Zika virus replication by interfering with virus
attachment and release of infectious particles. Antiviral Res. 143, 230–236.
doi: 10.1016/j.antiviral.2017.04.016

Borkow, G., Fletcher, R. S., Barnard, J., Arion, D., Motakis, D., Dmitrienko, G. I.,
et al. (1997). Inhibition of the ribonuclease H and DNA polymerase activities of
HIV-1 reverse transcriptase by N-(4-tert-butylbenzoyl)-2-hydroxy-1-
naphthaldehyde hydrazone. Biochemistry 36, 3179–3185. doi: 10.1021/
bi9624696

Brecher, M., Chen, H., Li, Z., Banavali, N. K., Jones, S. A., Zhang, J., et al. (2015).
Identification and Characterization of Novel Broad-Spectrum Inhibitors of the
Flavivirus Methyltransferase. ACS Infect. Dis. 1, 340–349. doi: 10.1021/
acsinfecdis.5b00070

Chen, K. X., and Njoroge, F. G. (2010). The Journey to the Discovery of
Boceprevir: an NS3-NS4 HCV protease inhibitor for the treatment of
chronic hepatitis C. Prog. Med. Chem. 49, 1–36. doi: 10.1016/s0079-6468(10)
49001-3

Chung, K. Y., Dong, H., Chao, A. T., Shi, P. Y., Lescar, J., and Lim, S. P. (2010).
Higher catalytic efficiency of N-7-methylation is responsible for processive N-7
and 2’-O methyltransferase activity in dengue virus. Virology 402, 52–60.
doi: 10.1016/j.virol.2010.03.011

Coutard, B., Barral, K., Lichière, J., Selisko, B., Martin, B., Aouadi, W., et al. (2017).
Zika Virus Methyltransferase: Structure and Functions for Drug Design
Perspectives. J. Virol. 91, e02202–e02216. doi: 10.1128/jvi.02202-16
April 2021 | Volume 11 | Article 665379

https://doi.org/10.1016/j.antiviral.2017.04.016
https://doi.org/10.1021/bi9624696
https://doi.org/10.1021/bi9624696
https://doi.org/10.1021/acsinfecdis.5b00070
https://doi.org/10.1021/acsinfecdis.5b00070
https://doi.org/10.1016/s0079-6468(10)49001-3
https://doi.org/10.1016/s0079-6468(10)49001-3
https://doi.org/10.1016/j.virol.2010.03.011
https://doi.org/10.1128/jvi.02202-16
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles


Song et al. Screening ZIKA Inhibitors
de Oliveira, A., Prince, D., Lo, C. Y., Lee, L. H., and Chu, T. C. (2015). Antiviral
activity of theaflavin digallate against herpes simplex virus type 1. Antiviral Res.
118, 56–67. doi: 10.1016/j.antiviral.2015.03.009

Delvecchio, R., Higa, L. M., Pezzuto, P., Valadao, A. L., Garcez, P. P., Monteiro, F.
L., et al. (2016). Chloroquine, an Endocytosis Blocking Agent, Inhibits Zika
Virus Infection in Different Cell Models. Viruses 8, 322. doi: 10.3390/v8120322

Dong, H., Ren, S., Zhang, B., Zhou, Y., Puig-Basagoiti, F., Li, H., et al. (2008). West
Nile virus methyltransferase catalyzes two methylations of the viral RNA cap
through a substrate-repositioning mechanism. J. Virol. 82, 4295–4307.
doi: 10.1128/jvi.02202-07

Dong, H., Chang, D. C., Xie, X., Toh, Y. X., Chung, K. Y., Zou, G., et al. (2010a).
Biochemical and genetic characterization of dengue virus methyltransferase.
Virology 405, 568–578. doi: 10.1016/j.virol.2010.06.039

Dong, H., Liu, L., Zou, G., Zhao, Y., Li, Z., Lim, S. P., et al. (2010b). Structural and
functional analyses of a conserved hydrophobic pocket of flavivirus
methyltransferase. J. Biol. Chem. 285, 32586–32595. doi: 10.1074/jbc.M110.129197

Duan, W., Song, H., Wang, H., Chai, Y., Su, C., Qi, J., et al. (2017). The crystal
structure of Zika virus NS5 reveals conserved drug targets. EMBO J. 36, 919–
933. doi: 10.15252/embj.201696241

Elshahawi, H., Syed Hassan, S., and Balasubramaniam, V. (2019). Importance of
Zika Virus NS5 Protein for Viral Replication. Pathogens 8, 169. doi: 10.3390/
pathogens8040169

Faria, N. R., da Silva Azevedo, R. D. S., Kraemer, M. U. G., Souza, R., Cunha, M. S.,
Hill, S. C., et al. (2016). Zika virus in the Americas: Early epidemiological and
genetic findings. Science 352, 345–349. doi: 10.1126/science.aaf5036

Godoy, A. S., Lima, G. M., Oliveira, K. I., Torres, N. U., Maluf, F. V., Guido, R. V.,
et al. (2017). Crystal structure of Zika virus NS5 RNA-dependent RNA
polymerase. Nat. Commun. 8, 14764. doi: 10.1038/ncomms14764

Grudzien, E., Stepinski, J., Jankowska-Anyszka,M., Stolarski, R., Darzynkiewicz, E., and
Rhoads, R. E. (2004). Novel cap analogs for in vitro synthesis of mRNAs with high
translational efficiency. Rna 10, 1479–1487. doi: 10.1261/rna.7380904

Han, Y., Mesplède, T., Xu, H., Quan, Y., and Wainberg, M. A. (2018). The
antimalarial drug amodiaquine possesses anti-ZIKA virus activities. J. Med.
Virol. 90, 796–802. doi: 10.1002/jmv.25031

Han, Y., Pham, H. T., Xu, H., Quan, Y., and Mesplède, T. (2019). Antimalarial
drugs and their metabolites are potent Zika virus inhibitors. J. Med. Virol. 91,
1182–1190. doi: 10.1002/jmv.25440

Issur, M., Geiss, B. J., Bougie, I., Picard-Jean, F., Despins, S., Mayette, J., et al.
(2009). The flavivirus NS5 protein is a true RNA guanylyltransferase that
catalyzes a two-step reaction to form the RNA cap structure. Rna 15, 2340–
2350. doi: 10.1261/rna.1609709

Jang, M., Park, Y. I., Cha, Y. E., Park, R., Namkoong, S., Lee, J. I., et al. (2020). Tea
Polyphenols EGCG and Theaflavin Inhibit the Activity of SARS-CoV-2 3CL-
Protease In Vitro. Evid. Based Complement. Alternat. Med. 2020, 5630838.
doi: 10.1155/2020/5630838

Kong, L., Qi, X., Huang, S., Chen, S., Wu, Y., and Zhao, L. (2015). Theaflavins
inhibit pathogenic properties of P. gingivalis and MMPs production in P.
gingivalis-stimulated human gingival fibroblasts. Arch. Oral. Biol. 60, 12–22.
doi: 10.1016/j.archoralbio.2014.08.019

Kudo, N., Arai, Y., Suhara, Y., Ishii, T., Nakayama, T., and Osakabe, N. (2015). A
Single Oral Administration of Theaflavins Increases Energy Expenditure and
the Expression of Metabolic Genes. PloS One 10, e0137809. doi: 10.1371/
journal.pone.0137809

Kundaje, A., Meuleman, W., Ernst, J., Bilenky, M., Yen, A., Heravi-Moussavi, A.,
et al. (2015). Integrative analysis of 111 reference human epigenomes. Nature
518, 317–330. doi: 10.1038/nature14248

Li, C., Zhu, X., Ji, X., Quanquin, N., Deng, Y. Q., Tian, M., et al. (2017).
Chloroquine, a FDA-approved Drug, Prevents Zika Virus Infection and its
Associated Congenital Microcephaly in Mice. EBioMedicine 24, 189–194.
doi: 10.1016/j.ebiom.2017.09.034

Li, Z., Brecher, M., Deng, Y. Q., Zhang, J., Sakamuru, S., Liu, B., et al. (2017).
Existing drugs as broad-spectrum and potent inhibitors for Zika virus by
targeting NS2B-NS3 interaction. Cell Res. 27, 1046–1064. doi: 10.1038/
cr.2017.88

Lim, S. P., Wen, D., Yap, T. L., Yan, C. K., Lescar, J., and Vasudevan, S. G. (2008).
A scintillation proximity assay for dengue virus NS5 2’-O-methyltransferase-
kinetic and inhibition analyses. Antiviral Res. 80, 360–369. doi: 10.1016/
j.antiviral.2008.08.005
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 9
Lim, S. P., Sonntag, L. S., Noble, C., Nilar, S. H., Ng, R. H., Zou, G., et al. (2011).
Small molecule inhibitors that selectively block dengue virus methyltransferase.
J. Biol. Chem. 286, 6233–6240. doi: 10.1074/jbc.M110.179184

Lim, S. P., Noble, C. G., and Shi, P. Y. (2015). The dengue virus NS5 protein as a
target for drug discovery. Antiviral Res. 119, 57–67. doi: 10.1016/
j.antiviral.2015.04.010

Lin, Y., Zhang, H., Song, W., Si, S., Han, Y., and Jiang, J. (2019). Identification and
characterization of Zika virus NS5 RNA-dependent RNA polymerase
inhibitors. Int. J. Antimicrob. Agents 54, 502–506. doi: 10.1016/
j.ijantimicag.2019.07.010

Lindenbach, B. D., and Rice, C. M. (2003). Molecular biology of flaviviruses. Adv.
Virus Res. 59, 23–61. doi: 10.1016/s0065-3527(03)59002-9

Lung, J., Lin, Y. S., Yang, Y. H., Chou, Y. L., Shu, L. H., Cheng, Y. C., et al. (2020).
The potential chemical structure of anti-SARS-CoV-2 RNA-dependent RNA
polymerase. J. Med. Virol. 92, 693–697. doi: 10.1002/jmv.25761

Masmejan, S., Baud, D., Musso, D., and Panchaud, A. (2018). Zika virus, vaccines,
and antiviral strategies. Expert Rev. Anti Infect. Ther. 16, 471–483. doi: 10.1080/
14787210.2018.1483239

Miner, J. J., and Diamond, M. S. (2017). Zika Virus Pathogenesis and Tissue
Tropism. Cell Host Microbe 21, 134–142. doi: 10.1016/j.chom.2017.01.004

Mittal, R., Nguyen, D., Debs, L. H., Patel, A. P., Liu, G., Jhaveri, V. M., et al. (2017).
Zika Virus: An Emerging Global Health Threat. Front. Cell Infect. Microbiol. 7,
486. doi: 10.3389/fcimb.2017.00486

Mohanty, S., Adhikary, A., Chakrabarty, S., Sa, G., and Das, T. (2012). Operation
‘p53 Hunt’ to combat cancer: theaflavins in action. Front. Biosci. (Schol Ed) 4,
300–320. doi: 10.2741/270

Musso, D., Nilles, E. J., and Cao-Lormeau, V. M. (2014). Rapid spread of emerging
Zika virus in the Pacific area. Clin. Microbiol. Infect. 20, O595–O596.
doi: 10.1111/1469-0691.12707

Musso, D., Cao-Lormeau, V. M., and Gubler, D. J. (2015). Zika virus: following the
path of dengue and chikungunya? Lancet 386, 243–244. doi: 10.1016/s0140-
6736(15)61273-9

Persaud, M., Martinez-Lopez, A., Buffone, C., Porcelli, S. A., and Diaz-Griffero, F.
(2018). Infection by Zika viruses requires the transmembrane protein AXL,
endocytosis and low pH. Virology 518, 301–312. doi: 10.1016/j.virol.2018.03.009

Piorkowski, G., Richard, P., Baronti, C., Gallian, P., Charrel, R., Leparc-Goffart, I.,
et al. (2016). Complete coding sequence of Zika virus from Martinique
outbreak in 2015. New Microbes New Infect. 11, 52–53. doi: 10.1016/
j.nmni.2016.02.013

Rausch, K., Hackett, B. A., Weinbren, N. L., Reeder, S. M., Sadovsky, Y., Hunter, C.
A., et al. (2017). Screening Bioactives Reveals Nanchangmycin as a Broad
Spectrum Antiviral Active against Zika Virus. Cell Rep. 18, 804–815.
doi: 10.1016/j.celrep.2016.12.068

Sahoo, M., Jena, L., Rath, S. N., and Kumar, S. (2016). Identification of Suitable
Natural Inhibitor against Influenza A (H1N1) Neuraminidase Protein by
Molecular Docking. Genomics Inform. 14, 96–103. doi: 10.5808/gi.2016.14.3.96

Selisko, B., Peyrane, F. F., Canard, B., Alvarez, K., and Decroly, E. (2010).
Biochemical characterization of the (nucleoside-2’O)-methyltransferase
activity of dengue virus protein NS5 using purified capped RNA
oligonucleotides (7Me)GpppAC(n) and GpppAC(n). J. Gen. Virol. 91, 112–
121. doi: 10.1099/vir.0.015511-0

Shan, C., Xie, X., Muruato, A. E., Rossi, S. L., Roundy, C. M., Azar, S. R., et al.
(2016). An Infectious cDNA Clone of Zika Virus to Study Viral Virulence,
Mosquito Transmission, and Antiviral Inhibitors. Cell Host Microbe 19, 891–
900. doi: 10.1016/j.chom.2016.05.004

Sirohi, D., and Kuhn, R. J. (2017). Zika Virus Structure, Maturation, and
Receptors. J. Infect. Dis. 216, S935–S944. doi: 10.1093/infdis/jix515

Takemoto, M., and Takemoto, H. (2018). Synthesis of Theaflavins and Their
Functions. Molecules 23, 918. doi: 10.3390/molecules23040918

Tao, Z., Cao, R., Yan, Y., Huang, G., Lv, K., Li, W., et al. (2018). Design, synthesis
and in vitro anti-Zika virus evaluation of novel Sinefungin derivatives. Eur. J.
Med. Chem. 157, 994–1004. doi: 10.1016/j.ejmech.2018.08.057

Wang, B., Thurmond, S., Hai, R., and Song, J. (2018). Structure and function of
Zika virus NS5 protein: perspectives for drug design. Cell Mol. Life Sci. 75,
1723–1736. doi: 10.1007/s00018-018-2751-x

Xie, X., Zou, J., Shan, C., Yang, Y., Kum, D. B., Dallmeier, K., et al. (2016). Zika
Virus Replicons for Drug Discovery. EBioMedicine 12, 156–160. doi: 10.1016/
j.ebiom.2016.09.013
April 2021 | Volume 11 | Article 665379

https://doi.org/10.1016/j.antiviral.2015.03.009
https://doi.org/10.3390/v8120322
https://doi.org/10.1128/jvi.02202-07
https://doi.org/10.1016/j.virol.2010.06.039
https://doi.org/10.1074/jbc.M110.129197
https://doi.org/10.15252/embj.201696241
https://doi.org/10.3390/pathogens8040169
https://doi.org/10.3390/pathogens8040169
https://doi.org/10.1126/science.aaf5036
https://doi.org/10.1038/ncomms14764
https://doi.org/10.1261/rna.7380904
https://doi.org/10.1002/jmv.25031
https://doi.org/10.1002/jmv.25440
https://doi.org/10.1261/rna.1609709
https://doi.org/10.1155/2020/5630838
https://doi.org/10.1016/j.archoralbio.2014.08.019
https://doi.org/10.1371/journal.pone.0137809
https://doi.org/10.1371/journal.pone.0137809
https://doi.org/10.1038/nature14248
https://doi.org/10.1016/j.ebiom.2017.09.034
https://doi.org/10.1038/cr.2017.88
https://doi.org/10.1038/cr.2017.88
https://doi.org/10.1016/j.antiviral.2008.08.005
https://doi.org/10.1016/j.antiviral.2008.08.005
https://doi.org/10.1074/jbc.M110.179184
https://doi.org/10.1016/j.antiviral.2015.04.010
https://doi.org/10.1016/j.antiviral.2015.04.010
https://doi.org/10.1016/j.ijantimicag.2019.07.010
https://doi.org/10.1016/j.ijantimicag.2019.07.010
https://doi.org/10.1016/s0065-3527(03)59002-9
https://doi.org/10.1002/jmv.25761
https://doi.org/10.1080/14787210.2018.1483239
https://doi.org/10.1080/14787210.2018.1483239
https://doi.org/10.1016/j.chom.2017.01.004
https://doi.org/10.3389/fcimb.2017.00486
https://doi.org/10.2741/270
https://doi.org/10.1111/1469-0691.12707
https://doi.org/10.1016/s0140-6736(15)61273-9
https://doi.org/10.1016/s0140-6736(15)61273-9
https://doi.org/10.1016/j.virol.2018.03.009
https://doi.org/10.1016/j.nmni.2016.02.013
https://doi.org/10.1016/j.nmni.2016.02.013
https://doi.org/10.1016/j.celrep.2016.12.068
https://doi.org/10.5808/gi.2016.14.3.96
https://doi.org/10.1099/vir.0.015511-0
https://doi.org/10.1016/j.chom.2016.05.004
https://doi.org/10.1093/infdis/jix515
https://doi.org/10.3390/molecules23040918
https://doi.org/10.1016/j.ejmech.2018.08.057
https://doi.org/10.1007/s00018-018-2751-x
https://doi.org/10.1016/j.ebiom.2016.09.013
https://doi.org/10.1016/j.ebiom.2016.09.013
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles


Song et al. Screening ZIKA Inhibitors
Xie, X., Zou, J., Shan, C., and Shi, P. Y. (2017). Small Molecules and Antibodies for
Zika Therapy. J. Infect. Dis. 216, S945–S950. doi: 10.1093/infdis/jix406

Xu, S., Li, H., Shao, X., Fan, C., Ericksen, B., Liu, J., et al. (2012). Critical effect of
peptide cyclization on the potency of peptide inhibitors against Dengue virus
NS2B-NS3 protease. J. Med. Chem. 55, 6881–6887. doi: 10.1021/jm300655h

Xu, H. T., Hassounah, S. A., Colby-Germinario, S. P., Oliveira, M., Fogarty, C.,
Quan, Y., et al. (2017). Purification of Zika virus RNA-dependent RNA
polymerase and its use to identify small-molecule Zika inhibitors.
J. Antimicrob. Chemother. 72, 727–734. doi: 10.1093/jac/dkw514

Zhang, C., Feng, T., Cheng, J., Li, Y., Yin, X., Zeng, W., et al. (2017). Structure of
the NS5 methyltransferase from Zika virus and implications in inhibitor
design. Biochem. Biophys. Res. Commun. 492, 624–630. doi: 10.1016/
j.bbrc.2016.11.098

Zhou, H., Wang, F., Wang, H., Chen, C., Zhang, T., Han, X., et al. (2017). The
conformational changes of Zika virus methyltransferase upon converting SAM
to SAH. Oncotarget 8, 14830–14834. doi: 10.18632/oncotarget.14780

Züst, R., Cervantes-Barragan, L., Habjan, M., Maier, R., Neuman, B. W., Ziebuhr,
J., et al. (2011). Ribose 2’-O-methylation provides a molecular signature for the
Frontiers in Cellular and Infection Microbiology | www.frontiersin.org 10
distinction of self and non-self mRNA dependent on the RNA sensor Mda5.
Nat. Immunol. 12, 137–143. doi: 10.1038/ni.1979

Züst, R., Dong, H., Li, X. F., Chang, D. C., Zhang, B., Balakrishnan, T., et al. (2013).
Rational design of a live attenuated dengue vaccine: 2’-o-methyltransferase
mutants are highly attenuated and immunogenic in mice and macaques. PloS
Pathog. 9, e1003521. doi: 10.1371/journal.ppat.1003521

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2021 Song, Zhang, Zhang, Chen, Lin, Han and Jiang. This is an open-
access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) and the copyright owner(s) are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply with
these terms.
April 2021 | Volume 11 | Article 665379

https://doi.org/10.1093/infdis/jix406
https://doi.org/10.1021/jm300655h
https://doi.org/10.1093/jac/dkw514
https://doi.org/10.1016/j.bbrc.2016.11.098
https://doi.org/10.1016/j.bbrc.2016.11.098
https://doi.org/10.18632/oncotarget.14780
https://doi.org/10.1038/ni.1979
https://doi.org/10.1371/journal.ppat.1003521
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/cellular-and-infection-microbiology#articles

	Identification and Characterization of Zika Virus NS5 Methyltransferase Inhibitors
	Introduction
	Materials and Methods
	Materials
	Plasmid Construction and Protein Expression
	ZIKV NS5 MTase Activity Assay
	ZIKV NS5 MTase Inhibitor Screening
	Molecular Docking Between Theaflavin and NS5 MTase
	Surface Plasmon Resonance Assay
	In Vitro Anti-ZIKV Activity
	Quantitative Reverse Transcription Polymerase Chain Reaction (qRT-PCR) Assay
	CCK-8 Assay

	Results
	Purification and Characterization of ZIKV NS5 MTase
	Inhibitory Effects of Theaflavin on ZIKV NS5 MTase Activity
	Molecular Docking Between Theaflavin and ZIKV NS5 MTase
	Construction of ZIKV NS5 MTase Mutations and Evaluation of Theaflavin Activity
	Confirming the Interaction Between Theaflavin and ZIKV NS5 MTase
	Anti-ZIKV Activity of Theaflavin

	Discussion
	Data Availability Statement
	Author Contributions
	Funding
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


