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Abstract

Hydroxychloroquine, used to treat malaria and some autoimmune disorders, potently inhib-
its viral infection of SARS coronavirus (SARS-CoV-1) and SARS-CoV-2 in cell-culture stud-
ies. However, human clinical trials of hydroxychloroquine failed to establish its usefulness
as treatment for COVID-19. This compound is known to interfere with endosomal acidifica-
tion necessary to the proteolytic activity of cathepsins. Following receptor binding and endo-
cytosis, cathepsin L can cleave the SARS-CoV-1 and SARS-CoV-2 spike (S) proteins,
thereby activating membrane fusion for cell entry. The plasma membrane-associated prote-
ase TMPRSS2 can similarly cleave these S proteins and activate viral entry at the cell sur-
face. Here we show that the SARS-CoV-2 entry process is more dependent than that of
SARS-CoV-1 on TMPRSS2 expression. This difference can be reversed when the furin-
cleavage site of the SARS-CoV-2 S protein is ablated or when it is introduced into the
SARS-CoV-1 S protein. We also show that hydroxychloroquine efficiently blocks viral entry
mediated by cathepsin L, but not by TMPRSS2, and that a combination of hydroxychloro-
quine and a clinically-tested TMPRSS2 inhibitor prevents SARS-CoV-2 infection more
potently than either drug alone. These studies identify functional differences between
SARS-CoV-1 and -2 entry processes, and provide a mechanistic explanation for the limited
in vivo utility of hydroxychloroquine as a treatment for COVID-19.

Author summary

The novel pathogenic coronavirus SARS-CoV-2 causes COVID-19 and remains a threat
to global public health. Chloroquine and hydroxychloroquine have been shown to prevent
viral infection in cell-culture systems, but human clinical trials did not observe a signifi-
cant improvement in COVID-19 patients treated with these compounds. Here we show
that hydroxychloroquine interferes with only one of two somewhat redundant pathways
by which the SARS-CoV-2 spike (S) protein is activated to mediate infection. The first
pathway is dependent on the endosomal protease cathepsin L and sensitive to hydroxy-
chloroquine, whereas the second pathway is dependent on TMPRSS2, which is unaffected
by this compound. We further show that SARS-CoV-2 is more reliant than SARS corona-
virus (SARS-CoV-1) on the TMPRSS2 pathway, and that this difference is due to a furin
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cleavage site present in the SARS-CoV-2 S protein. Finally, we show that combinations of
hydroxychloroquine and a clinically tested TMPRSS2 inhibitor work together to effec-
tively inhibit SARS-CoV-2 entry. Thus TMPRSS2 expression on physiologically relevant
SARS-CoV-2 target cells may bypass the antiviral activities of hydroxychloroquine, and
explain its lack of in vivo efficacy.

Introduction

The pandemic coronavirus disease 2019 (COVID-19), caused by SARS coronavirus 2 (SARS-
CoV-2) poses serious threat to global public health [1]. In the first months following the onset
of the pandemic, several existing drugs were reconsidered for COVID-19 treatments, among
them chloroquine and its derivative hydroxychloroquine sulfate (hydroxychloroquine) [2]. The
use of hydroxychloroquine has become controversial as clinical trials suggest that this drug is
ineffective as either a treatment or a prophylaxis against SARS-CoV-2 infection. The United
States Food and Drug has since revoked its emergency use authorization for this drug [3-7].
This disappointing result contrasts with its promising cell culture studies which demonstrated a
half-maximal effective concentration (ECq() of 6.9 pM against SARS-CoV-2 replicating in Vero
E6 cells. This concentration is achievable in vivo with a well-tolerated 500 mg daily administra-
tion and similar with the ECs of the relatively more successful remdesivir (1.76 uM) [8-10].
Hydroxychloroquine has been suggested to restrict multiple steps in the coronaviral lifecycle
[11-13], but its inhibitory effect on viral entry as a lysosomotropic agent is best defined [14]. It
elevates endosomal pH and subsequently interrupts activities of cathepsin L, one of the entry
factors for coronaviruses [15,16]. Coronaviral entry requires both receptor engagement and
fusion activation by proteolytic processing the S glycoproteins. The SARS-CoV-1 and -2 S pro-
teins bind angiotensin-converting enzyme 2 (ACE2), their common receptor [17-19]. Two
obligate proteolysis sites for fusion activation have been identified within the S proteins, namely
at the junction of the S1 and S2 domains, and at the S2’ site in an exposed loop of the S2 domain
[20]. The SARS-CoV-2 S1/S2 junction is cleaved in virus producing cells by proprotein conver-
tases that cleave a distinctive furin-recognition site at this boundary [21]. In contrast, the
SARS-CoV-1 S1/S2 boundary is cleaved in the virus target cell after receptor engagement by
either cell-surface TMPRSS2 or endosomal cathepsin L [15,22,23]. The S2’ sites of both viruses
are cleaved in the target cells, again by either TMPRSS2 or cathepsin L (Fig 1). These proteolysis
events and ACE2-binding prime the S protein for conformational changes that mediate fusion
between the viral and cellular membranes [22-25]. While hydroxychloroquine is known to sup-
press cathepsin proteolysis activity, its impact on TMPRSS2-mediated viral entry is unknown.
Cells that express both ACE2 and TMPRSS2 are present in multiple tissues including lung
(alveolar and bronchial), buccal mucosa, nasal mucosa, ileum, colon, and myocardium epithe-
lium [23,26]. Recent studies of single-cell RNA sequencing further locate these highly suscepti-
ble cells in respiratory tree, cornea, esophagus, ileum, colon, gallbladder and common bile
duct [27]. Three major cell types are identified to have TMPRSS2 and ACE2 co-expression:
lung type II pneumocytes, ileal absorptive enterocytes, and nasal goblet secretory cells [28]. Of
note, while ACE2 has a generally lower expression level and a narrower distribution than
TMPRSS2, most ACE2-positive cells in the respiratory tract also express TMPRSS2 [27-31].
Here we evaluated the infectivity of SARS-CoV-1 and -2 S proteins on cells in the presence
and absence of TMPRSS2. We show that TMPRSS2 expression has a markedly greater impact
on entry mediated by the SARS-CoV-2 S protein than by that of SARS-CoV-1. We further
show that antiviral efficiency of hydroxychloroquine on SARS-CoV-2 S-protein-mediated
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Fig 1. SARS-CoV-1 and SARS-CoV-2 fusion can be activated by either or both of two pathways. The coronaviruses bind
the cellular receptor ACE2 and must be activated by proteolysis with either a surface-expressed protease like TMPRSS2 or by
cathepsin L in the endosome. Only cathepsin L-mediated proteolysis requires endosomal acidification. Camostat mesylate
inhibits TMPRSS?2 activity, whereas hydroxychloroquine, like ammonium chloride, inhibits endosomal acidification.

https://doi.org/10.1371/journal.ppat.1009212.9001

entry is negatively impacted by the expression level of TMPRSS2. Consistent with these obser-
vations, when cells are expressing a high level of TMPRSS2, the TMPRSS2 inhibitor camostat
was more potent than hydroxychloroquine at inhibiting SARS-CoV-2 infection, but the con-
verse for SARS-CoV-1. Finally, we demonstrate that the anti-SARS-CoV-2 activity of hydroxy-
chloroquine could be enhanced by camostat but not by compounds that inhibit cathepsin L.
Thus failure of hydroxychloroquine in clinical studies may reflect the presence of TMPRSS2 in
key tissues and its importance to the SARS-CoV-2 entry process.

Results

TMPRSS?2 allows efficient cell entry mediated by the SARS-CoV-2-S
protein, bypassing a cathepsin L-dependent endosomal entry pathway

TMPRSS2 can proteolytically activate membrane fusion of a variety of respiratory viruses
including influenza A virus, SARS-CoV-1, MERS-CoV and SARS-CoV-2 [22-24,32,33]. Over-
expression of TMPRSS2 was shown to increase the susceptibility of cells to MERS-CoV [32].
We first investigated how TMPRSS2 expression affected SARS-CoV-2 infectivity. To do so, we
measured the viral entry of pseudovirions (PV) bearing SARS-CoV-1, SARS-CoV-2 S, or vesic-
ular stomatitis virus (VSV) G proteins (SARS1-PV, SARS2-PV, VSV-PV). HEK293T-ACE2
cells (a stable cell line) transiently transfected with TMPRSS2 or control plasmids (mock) were
used as target cells. As demonstrated in Fig 2A, when TMPRSS2 was expressed, viral entry
mediated by the SARS-CoV-2-S protein was significantly increased (up to 100-fold). In con-
trast, enhancement of SARS1-PV entry by TMPRSS2 was less pronounced (0.5-10 fold), and
there was no enhancement of VSV-PV entry from TMPRSS2. We then asked whether
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Fig 2. SARS-CoV-2 is resistant to endosomal protease inhibitors in cells over-expressing TMPRSS2. (A) 293T-ACE2
cells were transfected with a vector control plasmid (TMPRSS2-negative), or a TMPRSS2 expression plasmid, 24 hours prior
to infection. Retroviruses pseudotyped with SARS-CoV-1 (SARS1), SARS-CoV-2 (SARS2) S, and VSV G proteins were used
for infection at titers yielding equivalent infection in the presence of TMPRSS2. Pseudovirus was serially diluted by 2-fold
starting from stock (RLUA2250,000 for TMPRSS2-expressing cells). Cells were inoculated with diluted pseudovirus, and viral
entry was determined by the luciferase activity in cell lysates within 48 hours post infection. Shown is a representative plot
from three experiments. Each point indicates the mean (+SD) of duplicate samples. (B) Cells were treated by 50 mM of
ammonium chloride before infection. Infection of TMPRSS2-negative cells without treatment was used for normalization.
(C) A panel of cathepsin inhibitors was tested: E64d and Z-III-FMK inhibit both cathepsin B and cathepsin L; MDL28170
specifically inhibits cathepsin L, and CA-074 inhibits cathepsin B. Cells were treated with the indicated concentrations of
protease inhibitors or DMSO for 2 hours, then inoculated with retrovirus harboring SARS-CoV-2 spike proteins. Luciferase
activity was measured at 48 hours post inoculation. Relative infection (%) was calculated from infection of DMSO-treated
cells. Each point in (B) and (C) represents the mean of triplicate samples from one experiment. Bars indicate the average of
three independent experiments and error bars indicate SD.

https://doi.org/10.1371/journal.ppat.1009212.9002

TMPRSS2 expression allowed SARS-CoV-2-S protein-mediated entry to bypass the endoso-
mal activation pathway. To test this possibility, TMPRSS2(-) and TMPRSS2(+) cells were
treated with ammonium chloride prior to infection. As expected, the inhibitory effect of
ammonium chloride was more robust on TMPRSS2(-) cells for both SARSI- and SARS2-PV
(Fig 2B). Without TMPRSS2, more than 60% of the SARS2-PV entry was inhibited by ammo-
nium chloride. For VSV-G pseudotypes, which are pH sensitive but do not utilize TMPRSS2
for proteolysis activation, the inhibition efficiency of ammonium chloride was moderate, and
unaffected by TMPRSS2 expression. TMPRSS2-expressing cells treated by ammonium chlo-
ride has a 10-fold higher viral infection compared to the control group (TMPRSS2-negative
cells with DMSO treatment), suggesting that for SARS-CoV-2 S-protein mediated entry, the
TMPRSS-mediated activation pathway is much more efficient than the endosomal activation
pathway. Moreover, in the presence of TMPRSS, ammonium chloride had only a modest
inhibitory effect on SARS2-PV infection.

To determine the precise proteases involved in the SARS-CoV-2-S proteolysis activation, a
panel of cysteine protease inhibitors was tested on TMPRSS2 (-) and TMPRSS2 (+) HEK293-
T-ACE2 cells. Among these compounds, E64d and Z-III-FMK inhibit both cathepsin B and

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009212  January 19, 2021 4/15


https://doi.org/10.1371/journal.ppat.1009212.g002
https://doi.org/10.1371/journal.ppat.1009212

PLOS PATHOGENS

TMPRSS2 limits hydroxychloroquine efficacy

cathepsin L; MDL281740 is a cathepsin-L inhibitor and CA-074 is a cathepsin-B inhibitor. In
the absence of TMRPPS2 expression, E64d, Z-1II-FMK, and MLD281740 showed robust inhi-
bition of SARS2-PV (Fig 2C). These results suggest that, as observed with SARS1-PV, cathep-
sin L but not cathepsin B, facilitated SARS-CoV-2 infection. In contrast, when TMPRSS2 was
expressed, the antiviral activity of these cathepsin inhibitors was largely abrogated. Collec-
tively, these results suggest that in the absence of TMPRSS2 expression, endosomal cathepsin L
is critical to viral entry mediated by SARS-CoV-2-S protein; however, when TMPRSS2 is
expressed, the role of cathepsin L is markedly diminished.

TMPRSS2 expression significantly attenuates the antiviral effect of
hydroxychloroquine against SARS-CoV-2-S

Hydroxychloroquine can be used as a broad-spectrum antiviral drug against multiple viruses
[34]. Although its exact antiviral mechanism remains unclear, it is well established that hydro-
xychloroquine accumulates within the acidic organelles such as endosomes [14]. As a weak
base, it thereby increases the pH of endosomes, and subsequently interferes with the activities
of pH-dependent endosomal protease. Because the antiviral effect of ammonium chloride on
SARS-CoV and SARS-CoV-2 can be overcome by TMPRSS2 expression, we investigated
whether TMPRSS2 expression also affects the antiviral activities of hydroxychloroquine. We
observed that transient expression of TMPRSS2 in HEK293T-ACE2 cells resulted in higher
TMPRSS levels than stable expression (Fig 3A), although only a low amount of plasmid was
used for transient transfection (5 ng/well in 96-well plate). To demonstrate the effect of
TMPRSS?2 expression levels on the antiviral activities of hydroxychloroquine, both transient
(high) and stable (low) TMPRSS2 HEK293T-ACE2 cells were used as targets. For HEK293-
T-ACE2 cells transiently expressing the control plasmids (Fig 3B), hydroxychloroquine
potently inhibited viral entry of SARS1- and SARS2-PV (ICsy = 1.55 uM and 1.62 pM, respec-
tively), and modestly reduced VSV-G-mediated cell entry. These ICs, values are consistent
with a previous cell culture study, using replicative SARS-CoV-2 on Vero cells, which express
low level of TMPRSS2 [10]. However, when TMPRSS2 was expressed, hydroxychloroquine-
mediated inhibition of SARS2-PV was substantially attenuated. The ICs, of hydroxychloro-
quine against pseudotyped SARS-CoV-2 was increased by 5- to 60-fold for low and high
TMPRSS2-expressing cells, respectively (Fig 3B). SARS1-PV also became more resistant to
hydroxychloroquine with TMPRSS2 expression. Its ICs, was increased by 20-fold with high
TMPRSS2 expression, although no difference was observed with low TMPRSS2 expression. As
a control, TMPRSS2 expression did not affect the inhibition of VSV-PV. These results indicate
that TMPRSS2 contributes more strongly to SARS-CoV-2 infection than to SARS-CoV-1. To
exclude the possibility of our observation being an artifact from overexpressing TMPRSS2, we
tested the antiviral activity of hydroxychloroquine on human kidney (Vero) and lung epithelial
cells (H1975, H1299, Calu-3), which express different level of TMPRSS2 (Fig 3C). We estab-
lished H1975-ACE2 and H1299-ACE2 stable cell lines to acquire sufficient infection for quan-
titative analysis. Lentiviruses pseudotyped with SARS-CoV-1, SARS-CoV-2 S, and VSV G
proteins were used for infection. Consistent with the results produced in HEK293T-ACE2
cells, the inhibitory efficiency of hydroxychloroquine negatively correlated with the expression
level of TMPRSS?2 for both SARS-CoV-1 and SARS-CoV-2, but not for VSV.

Suppression of TMPRSS?2 restores the antiviral efficiency of
hydroxychloroquine

To confirm that the antiviral effect of hydroxychloroquine on SARS-CoV-1 and SARS-CoV-2
is masked by TMPRSS?2 activities, we next explored whether suppression of TMPRSS2 could
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Fig 3. Antiviral effect of hydroxychloroquine is dependent on TMPRSS2 expression. (A) Cell-surface staining was performed by detecting the flag tag at
the C-terminal of TMPRSS?2 to validate the overexpression of TMPRSS2. A stable cell line of 293T-ACE2 cells was generated to express TMPRSS2 (orange
line). 293T-ACE2 cells were transiently transfected with a vector control (black line), or TMPRSS2 (red line). The 293T/ACE2/TMPRSS2 stable cell line had
much lower expression of TMPRSS2 compared to 293T-ACE2 transiently transfected with TMPRSS2 plasmids, and thus were referred as TMPRSS2 Lo and
TMPRSS2 Hi, respectively. Shown is a representation of flow cytometry data from two independent experiments. (B) 293-ACE2 cells with different levels of
TMPRSS2 were treated with hydroxychloroquine or DMSO before virus inoculation. The results are presented as a percentage of infection of DMSO-treated
cells (= 250,000 RLU for all three pseudotypes from TMPRSS-expressing cells.) Shown are representative plots of the mean value (+SD) of triplicate samples
from the viral entry inhibition assay. The bar graph is a summary of ICs, from three independent experiments. Each point represents the IC50 calculated from
one experiment. Unpaired Student’s t-test was used to assess the statistical significance of the difference between ICs, on mock transfected cells
(TMPRSS2-negative) and TMPRSS2-positive cells. (**: P < 0.01. *: P < 0.05. n.s.: P > 0.05.) (C) Shown is a representative western blot (of two independent
experiments performed) reflecting expression level of TMPRSS2 in different cell lines. H1299, H1975 and Calu-3: human non-small cell lung cancer cells;
Vero: kidney epithelial cells. B-Actin served as loading controls. (D) Lentiviruses pseudotyped with SARS-CoV-1, SARS-CoV-2 S, and VSV G proteins were
used for infection. Stable cells lines of H1299 and H1975 over-expressing ACE2 were generated to allow efficient infection. Drug treatment, virus inoculation,
and luciferase measurement were the same with the procedures in (B). Shown are the mean value (+SD) of triplicate samples from three independent
experiments.

https://doi.org/10.1371/journal.ppat.1009212.g003

rescue the antiviral efficiency of hydroxychloroquine. Camostat, a clinically proven drug that
specifically inhibits TMPRSS2, was tested in combination with hydroxychloroquine on
TMPRSS2-expressing cells inoculated with SARS1-, SARS2-, or VSV-PV (Fig 4A). We exam-
ined the effect of varying concentration of hydroxychloroquine in the presence of fixed

(10 uM) amounts of camostat and a cysteine protease inhibitor E64d (inhibits cathepsin-L).
Consistent with the presumption that E64d and hydroxychloroquine redundantly interferes
with endosomal activation of the S proteins, E64d only modestly enhanced the inhibitory effi-
ciency of hydroxychloroquine for SARS2-PV (changing the hydroxychloroquine ICs, from
70.5 uM to 22.4 uM, Fig 4B) and SARS1-PV (19.6 uM to 9.63 uM). In contrast, the same fixed
amount of camostat had a more than 20-fold impact on hydroxychloroquine inhibition of
SARS2-PV (changing the ICs, from 70.5 uM to 3.2 uM), but much less impact on SARS1-PV
(19.6 uM to 10.57 uM). Notably, hydroxychloroquine alone more strongly inhibited SARS1-
PV than did camostat, whereas the reverse was true for SARS-CoV-2, where camostat alone
inhibited much more efficiently than hydroxychloroquine (Fig 4B). These data again
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Fig 4. Suppression of TMPRSS?2 restores the antiviral efficiency of hydroxychloroquine. (A) Hydroxychloroquine (HCQ) and camostat (CT) were
tested on 293T-ACE2 cells transiently expressing TMPRSS2 prior to infection. HCQ was serially diluted with complete media containing 10 uM of
camostat (CT, blue solid line), or 10 uM of E64d (cyan solid line), respectively. The antiviral efficiency of hydroxychloroquine in combination of each
inhibitor was compared. (B-C) The antiviral efficiency of HCQ and CT alone, and their combination, were tested on (B) 293T-ACE2 cells and (C)
other human lung cell lines (H1975-ACE2, H1299-ACE2, and Calu-3). Cells were challenged with retroviruses pseudotyped with SARS-CoV-2,
SARS-CoV-1 § proteins, and VSV-G in (B), and with lentivirus pseudotyped with SARS-CoV-2 S proteins in (C), after drug or DMSO treatment.
Luciferase activity was measured at 48 hours post inoculation. The average of three independent experiments conducted with triplicates is shown in
(A-C). Error bars indicate SD. Relative infection (%) was calculated from infection of DMSO-treated cells.

https://doi.org/10.1371/journal.ppat.1009212.9004

demonstrate that SARS2-PV are more responsive to TMPRSS2 inhibition than are SARS1-PV,
and that TMPRSS2 activity must be suppressed for hydroxychloroquine to be efficient, and
thus the combination of both drugs inhibited SARS2-PV more effectively than either drug
alone. Similar results were reproduced in multiple human lung epithelial cell lines including
H1975-ACE2, H1299-ACE2, and Calu-3 cells (Fig 4C), suggesting that this drug combination
could also be effective in epithelial cells in vivo.

An S-protein furin-cleavage site increases reliance on TMPRSS2 expression

The data from experiments above consistently indicated that SARS-CoV-2 is more dependent
on TMPRSS2 than SARS-CoV-1. Because a major difference of SARS-CoV-2 S protein from
that of SARS-CoV-1 is the presence of a furin-cleavage site at its S1/S2 boundary, we investi-
gated whether the reliance on TMPRSS2 expression can be changed by knocking out the
turin-site (FKO) in SARS-CoV-2 S protein and by inserting a furin cleavage site in SARS--
CoV-1 S protein at the S1/S2 boundary. In addition, previous studies suggest that the furin site
renders SARS-CoV-2 S protein relatively unstable, a phenotype partially restored by a natu-
rally occurring D614G mutation in the S1 domain [35]. We therefore investigated whether this
D614 mutation would render it less dependent on TMPRSS2. The infectivity of pseudoviruses
bearing the FKO and D614G S-protein variants was compared to wildtype SARS-CoV-2 S
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Fig 5. Furin cleavage in the virion producer cell correlates with TMPRSS2 dependence. (A-B) The infectivity of SARS-CoV-
1 and SARS-CoV-2 and their mutants on 293-ACE2 cells was compared with or without overexpression of TMPRSS2. The
infection assay was performed as described in Fig 2A. Retroviruses were pseudotyped with S proteins of SARS-CoV-2 wildtype
(WT), D614G S-protein variant, SARS-CoV-2 with furin-site knockout (FKO), and (B) SARS-CoV-1 WT (1-WT), and
SARS-CoV-1 with the furin site derived from SARS-CoV-2 (1-FS). Pseudovirus titers were adjusted so that they were equivalent
in the absence (left panel) or presence (right panel) of TMPRSS2. Shown is a representative plot of the mean (+SD) of duplicate
samples from at least two independent experiments. (C) Western blot analysis of S protein cleavage of SARS-CoV-2-SWT
(D614) and variants (G614 and FKO), and SARS-CoV-1 WT and its variant with furin site addition. Antibody detected the flag
tags at the N- and C-termini of S proteins. B-Actin served as loading controls. Black arrow heads indicate bands corresponding
to the S1 and S2 subunits from cleavage of S proteins. Shown are representative blots from two experiments. (D)The effect of
TMPRSS2 on the antiviral efficiency of hydroxychloroquine (HCQ) and camostat was compared. Retrovirus pseudotyped
against S proteins described in (C) after drug or DMSO treatment. Luciferase activity was measured at 48 hours post
inoculation. Relative infection (%) was calculated from infection of DMSO-treated cells. Statistical significance between
wildtypes and mutants was tested by two-way ANOVA with Dunnett’s posttest. (***: P < 0.001. *: P < 0.05).

https://doi.org/10.1371/journal.ppat.1009212.9005

protein on TMPRSS2-positive and TMPRSS2-negative cells. As shown in Fig 5A, when pseu-
dovirus titers were adjusted to be equivalent in the absence of TMPRSS2 (left panel), entry
mediated by the wildtype S protein was most enhanced by TMPRSS2 expression (up to
100-fold), and that mediated by the FKO was least affected (10-fold). The D614G variant
showed an intermediate phenotype (30-fold), consistent with its greater stability than wildtype
S protein. To confirm this results, we then adjusted pseudovirus titers to be equivalent in the
presence of TMPRSS2 (right panel). Similar comparison experiments were performed for
wildtype SARS-CoV-1 and the furin inserted mutant (Fig 5B). Entry mediated by the furin-
inserted S protein was most enhanced by TMPRSS2 expression (up to 40-fold) than that medi-
ated by the wildtype (up to 10-fold). To verify that the introduced mutations indeed altered
proteolysis at the S1/S2 boundary, immunoblot analysis was conducted on HEK293T cells
expressing S proteins containing Flag tags at both their N- and C-termini (Fig 5C). Consistent
with our previous studies [35], more release or shedding of S1 domain (reflected as a weaker
signal from S1 band) was observed from the wildtype S protein than from the D614G variant,
suggesting that the D614G variant was more stable. By introducing the furin site, the S protein
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of SARS-CoV-1 was cleaved in a similar way with that of the SARS-CoV-2 D614G variant. No
proteolytic cleavage was observed in the S proteins of SARS-CoV-2 FKO or SARS-CoV-1 wild-
type, confirming that the furin-recognition site at the S1/S2 junction was necessary for cleaving
the S proteins in virus-producing cells. The drug sensitivity to hydroxychloroquine and camo-
stat of pseudoviruses harboring these S-protein mutants was also compared to those harboring
the wildtype S proteins on both TMPRSS2-negative and TMPRSS2-positive cells (Fig 5D). In
the absence of TMPRSS2, entry mediated by all S-protein variants was similarly sensitive to
hydroxychloroquine, and, as expected, unaffected by camostat. However, in the presence of
TMPRSS2, the FKO S protein of SARS-CoV-2, compared to its wildtype, was more inhibited
by hydroxychloroquine and less inhibited by camostat. And the furin-inserted S protein of
SARS-CoV-1, compared to its wildtype, became less sensitive to hydroxychloroquine and
more to camostat. Collectively, the furin-cleavage site of S protein determines reliance on
TMPRSS2, sensitivity to camostat, and resistance to hydroxychloroquine.

Discussion

It has been previously demonstrated that SARS-CoV-1 and SARS-CoV-2 entry into cells
depends on the expression on two somewhat redundant proteases, namely cathepsin L located
in acidic cellular compartments, and TMPRSS2, expressed on the plasma membrane [24,36].
It is further understood from these and other observations that, unlike pH-dependent viruses
such as influenza A virus, conformational changes of the spike protein of coronaviruses are
not dependent on pH [15]. Rather, proteolytic activation by cathepsin L is dependent on endo-
somal acidification, and thus elevating endosomal pH prevents cathepsin-L-mediated entry.
However, the TMPRSS2-mediated entry pathway, in which S-protein is presumed to be acti-
vated at the plasma membrane, is not affected by pH (Fig 1). Here we extend these observa-
tions in two directions. First we show that SARS-CoV-2 is more dependent on TMPRSS2 than
is SARS-CoV-1, and that this difference can largely be explained by the presence of a furin
cleavage site in the SARS-CoV-2 S protein. Second, we show that TMPRSS2 expression over-
comes the antiviral effect of hydroxychloroquine, thus providing a mechanistic explanation for
its poor therapeutic efficacy against SARS-CoV-2 despite encouraging cell-culture results.

We present multiple lines of evidence that SARS-CoV-2 is more sensitive to the presence of
TMPRSS2 than is SARS-CoV-1. With PV titers adjusted so that SARS1-PV and SARS2-PV
infection were comparable in the presence of TMPRSS2, SARS2-PV transduced cells markedly
less efficiently in its absence (Fig 2A). In the presence of TMPRSS2, SARS1-PV are more sensi-
tive than SARS2-PV to inhibitors of endosomal acidification such as ammonium chloride (Fig
2B) and hydroxychloroquine (Fig 3B and 3C). Specifically, the ICs, of hydroxychloroquine
for SARS1-PV was three-fold lower than for SARS2-PV with high TMPRSS2 expression, while
their sensitivities to hydroxychloroquine are equivalent in the absence of TMPRSS2 (Figs 3B
and 4B). By contrast, SARS2-PV were 12-fold more sensitive to the TMPRSS2 inhibitor camo-
stat (Fig 4B). Although TMPRSS2-mediated pathway is preferred over the cathepsin-L-medi-
ated pathway for both SARS-CoV-1 and -2, these data indicate that SARS-CoV-1 utilizes the
cathepsin-L-pathway more efficiently than SARS-CoV-2, whereas SARS-CoV-2 is more
dependent on TMPRSS2 than SARS-CoV-1.

What accounts for this difference? The most obvious difference between the SARS-CoV-1
and -2 S proteins is the presence of a polybasic or furin-cleavage site at the boundary between
the S1 and S2 domains [21]. This furin site is present in other human coronaviruses, for exam-
ple MERS-CoV and HCoV-OC43 [37,38], but it has not previously been observed in any of
the many SARS-like coronaviruses identified in bats [39]. Thus, the S1/S2 boundary of the
SARS-CoV-2 S protein, but not that of SARS-CoV-1, is cleaved at this site in the virus-
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producing cells. Indeed, when the SARS-CoV-2 furin-cleavage site is ablated, the mutant PV is
less impacted by the addition or removal of TMPRSS2 compared to the wildtype (Fig 5A), and
these pseudoviruses are relatively more sensitive to hydroxychloroquine-mediated inhibition,
and less sensitive to camostat (Fig 5D).

Thus furin-cleavage in the virus-producing cell correlates with greater dependence on
TMPRSS2, and lower dependence on cathepsin L. If one assumes that several proximal S-pro-
tein trimers must be fully cleaved and activated to mediate fusion, this difference is relatively
easy to understand. Specifically, furin cleavage in virus-producing cells reduces the number of
required proteolytic events in the target cell, and thus in many cases TMPRSS2 alone can fully
activate fusion. In the case of SARS-CoV-1, or when the furin-cleavage site is replaced by one
cleaved only by TMPRSS2, more target-cell cleavage events are required. In such cases, to com-
plete the proteolytic activation of sufficient numbers of S proteins, cathepsin L-mediated pro-
teolysis, and therefore viral endocytosis and endosomal acidification, are necessary.

However our data also make clear that, in the absence of TMPRSS2, SARS-CoV-2 utilizes
cathepsin L less efficiently than SARS-CoV-1. For example, when titers are adjusted so that
infections by SARS1- and SARS2-PV are identical in the presence of TMPRSS2 (Fig 1A), their
efficiencies are markedly different in its absence. This difference can perhaps be explained by
the relative instability of the wildtype SARS-CoV-2 S protein [16,40] in two ways. First, the
furin-cleaved SARS-CoV § protein has been shown to prematurely shed [35], resulting in
fewer S proteins per virion and pseudovirion. The resulting lower density of S proteins per
virion may impair the ability of cross-linked ACE2 to promote endocytosis of the virus. Alter-
natively, the less stable S protein may be further destabilized in the acidifying endosome, dis-
rupting the ordered steps of fusion mediated by proteolytic activation and conformational
transitions of S2. Thus the more stable D614G SARS-CoV-2 S protein variant [35] is modestly
less affected by the presence and absence of TMPRSS2 than the wildtype (D614) S protein
(Fig 5A).

The greater dependence of SARS-CoV-2 on TMPRSS2 has an immediate implication for
the treatment of COVID-19. Specifically, it implies that inhibitors of endosomal acidification
will have less impact on SARS-CoV-2 in the presence of TMPRSS2. We show here that indeed,
TMPRSS2 helps bypass the hydroxychloroquine-mediated inhibition of SARS2-PV infection.
Most physiologically relevant target cells in the body, include type II pneumocytes and ciliated
nasal epithelial cells express TMPRSS2. Thus the potent inhibition of SARS-CoV-2 by hydro-
xychloroquine in Vero E6 cells, where TMPRSS?2 is largely absent, overestimated its potency
by 10- to 40-fold, depending on TMPRSS2 expression (Fig 3A and 3C). However, our results
suggest that some efficacy of hydroxychloroquine could be restored if TMPRSS2 is inhibited
by camostat (Fig 4A and 4B), an observation directly relevant to clinical trials, for example
NCT04338906, combining the two inhibitors.

In summary, we show that the inhibitory effect of hydroxychloroquine on SARS-CoV-2
entry is attenuated by TMPRSS2, thus explaining its limited clinical efficacy. We further show
that SARS-CoV-2 is more dependent on TMPRSS2 and less dependent on cathepsin L than
SARS-CoV-1, and that these differences are likely due to the presence of a furin-cleavage site
in the S protein of SARS-CoV-2. Finally, we show inhibition of both TMPRSS2 and cathepsin
L may be necessary to fully block virus entry in cells that express both proteases.

Materials and methods
Plasmid

Plasmids encoding TMPRSS2 and the control empty vectors were purchased from OriGene
(PS100001). DNA sequence of SARS-CoV-2 S protein (GenBank YP_009724390) was codon-
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optimized and synthesized by Integrated DNA Technologies (IDT), and was cloned subse-
quently into pCAGGS vector using In-Fusion HD Cloning Kit (Takara Bio USA) according to
manufacturer’s instructions. FKO S protein of SARS-CoV-2 was created by replacing -RRAR-
at S1/S2 junction with -SRAS-; furin-inserted S protein of SARS-CoV-1 was created by insert-
ing -PRRA- to the S1/S2 boundary. SARS-CoV-2 D614G and furin-site mutated S proteins
were made by site-directed mutagenesis.

Pseudovirus production

Murine Leukemia Viruses (MLV) pseudotyped with variant spike or envelope proteins were
generated as described before [41]. Briefly, HEK293T cells were co-transfected with three plas-
mids, pMLV-gag-pol, pQC-Fluc and pCAGGS-SARS2-S-cflag or pcDNA3.1-SARS1-S or
PCAGGS-VSV-G, and the medium was refreshed after 6h incubation of transfection mix. The
supernatant with produced virus was harvested 72h post transfection and clarified by passing
through 0.45pum filter. Clarified viral stocks were supplemented with HEPES with the final
concentration of 10mM and stored at -80°C for long-term storage. Lentiviral pseudoviruses
were produced in the same way by co-transfection of the spike/envelop plasmids and the HIV-
1 NL4-3 AEnv luciferase reporter vector (1:5 ratio). The reporter vector was obtained from Dr.
Nathaniel Landau through the NTH AIDS Reagent Program. The SARS-CoV-2 spike protein
plasmid was a gift from Raffaele De Francesco (Addgene plasmid #155297).

Cell culture and stable cell line

The HEK293T, H1299 and H1975 cell lines expressing human ACE2 (ACE2) were created by
transduction with produced VSV G protein-pseudotyped MLV containing pQCXIP-myc-
ACE2-c9 as described in the section above. The parental cells were transduced with generated
MLV virus, and the ACE2 cell lines were selected and maintained with medium containing
puromycin (Sigma-Aldrich). ACE2 expression was confirmed by immunofluorescence stain-
ing using mouse monoclonal antibody against c-Myc antibody 9E10 (Thermo Fisher) and
goat-anti-mouse FITC (Jackson ImmunoResearch Laboratories).

HEK293T/ACE2/TMPRSS2 stable cell line was also constructed by transducing
293T-ACE2 cell line with MLV pseudovirus made by cotransfection of pMLV-gag-pol,
pQCXIB-TMPRSS2-Flag and pCAGGS-VSV-G at 3:2:1 ratio into 293T cells. 293T, Vero, and
Calu-3 cells were maintained in DMEM (Life Technologies), and H1299 and H1975 cells in
RPMI 1640 (Gibco), at 37°C in a 5% CO,-humidified incubator. Growth medium were supple-
mented with 2 mM Glutamax-I (Gibco), 100 uM non-essential amino acids (Gibco), 100 U/
mL penicillin and 100 pg/mL streptomycin (Gibco), and 10% FBS (Gibco). For all the ACE2
stable cell lines, 1 ug/mL of puromycin was added to the growth medium to maintain expres-
sion of ACE2. For 293T/ACE2/TMPRSS2, 1 pug/mL of puromycin and 10 pg/mL blasticidin
was added to the growth medium.

Pseudovirus infection

HEK293T-ACE2 cells were seeded at 30% density in poly-lysine (Sigma-Aldrich) pre-coated
96-well plates 1215 hours prior to transfection. Cells in each well were then transfected with
0.3 pL of lipofectamine 2000 (Life Technologies) in complex with 5 ng of a vector control plas-
mid or a plasmid encoding TMPRSS2. Cell culture medium was refreshed at 6 hours post
transfection. Additional 18 hours later, cells were infected with pseudovirus diluted in 100 pL
of culture medium containing 2% FBS (Gibco). Cells were spin-infected at 4°C for 30 min at
3000xg to allow virus-binding to cells, followed by 2 hours of incubation at 37°C. After incuba-
tion with virus, supernatant was removed, and each well was replenished with 200 uL of fresh
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media containing 2% FBS. Same infection procedures were applied on other cell lines without
the plate coating and transfection steps.

Cell surface expression and S protein analysis

To measure surface TMPRSS2 expression of 293T-ACE2 transiently transfected with
TMPRSS2 and the stable cell line 293T/ACE2/TMPRSS2, cells were detached by ImM EDTA
in PBS and then stained by 2 ug/ml of anti-Flag M2 antibody (Sigma-Aldrich, F1804) and

2 ug/ml of goat anti-mouse IgG (H+L) conjugated with Alexa 647 (Jackson ImmunoResearch
Laboratories, #115-606-146). Flow cytometry analysis was done using Accuri C6 (BD Biosci-
ences). To measure the endogenous TMPRSS2 expression of Vero, H1299, H1975 and Calu-3
cells, cells were permeabilized with PBS including 0.5% Triton X-100 (Sigma-Aldrich) at room
temperature for 10 min, and detected by 2 pg/ml monoclonal rabbit Anti-TMPRSS2 antibody
[EPR3861] (Abcam, ab92323) and goat anti-rabbit IgG conjugated with HRP (Sigma-Aldrich,
A0545).

To determine the cleavage of S proteins, 293T cells were transfected with 2 uL of lipofecta-
mine 2000 (Life Technologies) in complex with 1 pg plasmid expressing the indicated S pro-
tein variant. Cells were harvested for western blot analysis 48 hours post transfection. Cells
were permeabilized with PBS including 0.5% Triton X-100 (Sigma-Aldrich) at room tempera-
ture for 10 min, and detected by 1 pg/ml anti-Flag M2 antibody (Sigma-Aldrich, F1804) and
goat anti-mouse IgG (Fab only) conjugated with HRP (Sigma-Aldrich, A9917).

Luciferase assay for viral entry and inhibition of viral entry

At 48 hours post infection, cells were lysed in wells and subjected to Firefly luciferase assays.
Viral entry was determined using Britelite Plus (PerkinElmer), and luciferase expression was
measured using a Victor X3 plate reader (PerkinElmer). For experiments testing drug-medi-
ated inhibition, target cells were treated by the respective chemicals or DMSO diluted in

100 uL of media containing 2% FBS to the final indicated concentrations. All compounds we
tested were purchased from Sigma-Aldrich: ammonium chloride (A9434), E64-d (E8640),
Z-1II-FMK (C8984); MDL281740 (M6690), CA-074 (C5732), hydroxychloroquine
(PHR1782), camostat (SML0057). After incubation for 2 hours at 37°C, supernatant was
removed prior to virus transduction.

Statistical analysis

Data expressed as mean values + S.D., and all statistical analysis was performed in GraphPad
Prism 7.0 software. IC5, of drugs was analyzed using default settings for log(inhibitor) vs. nor-
malized response method. Statistical difference was determined using non-paired Student’s t-
test or two-way ANOVA with Dunnett’s posttest. Differences were considered significant at

P < 0.05.
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S1 Data. Excel spreadsheets containing the underlying numerical data to generate Figs 2A,
2B, 2C, 3B, 3D, 4A, 4B, 4C, 5A, 5B, and 5D.
(XLSX)

Author Contributions

Conceptualization: Tianling Ou, Michael Farzan.

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009212  January 19, 2021 12/15


http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1009212.s001
https://doi.org/10.1371/journal.ppat.1009212

PLOS PATHOGENS

TMPRSS2 limits hydroxychloroquine efficacy

Funding acquisition: Michael Farzan.

Investigation: Tianling Ou, Huihui Mou, Lizhou Zhang, Amrita Ojha.

Methodology: Tianling Ou, Huihui Mou, Lizhou Zhang.

Supervision: Hyeryun Choe, Michael Farzan.

Visualization: Tianling Ou, Huihui Mou.

Writing - original draft: Tianling Ou, Huihui Mou, Michael Farzan.

Writing - review & editing: Tianling Ou, Huihui Mou, Lizhou Zhang, Amrita Ojha, Hyeryun

Choe, Michael Farzan.

References

1.

10.

11.

12.

13.

14.

Spinelli A, Pellino G. COVID-19 pandemic: perspectives on an unfolding crisis. The British Journal of
Surgery. 2020.

Sanders JM, Monogue ML, Jodlowski TZ, Cutrell JB. Pharmacologic treatments for coronavirus disease
2019 (COVID-19): a review. Jama. 2020; 323(18):1824-36. https://doi.org/10.1001/jama.2020.6019
PMID: 32282022

Geleris J, Sun Y, Platt J, Zucker J, Baldwin M, Hripcsak G, et al. Observational study of hydroxychloro-
quine in hospitalized patients with Covid-19. New England Journal of Medicine. 2020. https://doi.org/10.
1056/NEJM0a2012410 PMID: 32379955

Chen J, Liu D, Liu L, Liu P, Xu Q, Xia L, et al. A pilot study of hydroxychloroquine in treatment of patients
with moderate COVID-19. Zhejiang da xue xue bao Yi xue ban = Journal of Zhejiang University Medical
sciences. 2020; 49(2):215. https://doi.org/10.3785/j.issn.1008-9292.2020.03.03 PMID: 32391667

Chen Z, Hu J, Zhang Z, Jiang S, Han S, Yan D, et al. Efficacy of hydroxychloroquine in patients with
COVID-19: results of a randomized clinical trial. MedRxiv. 2020. https://doi.org/10.1001/jama.2020.
22240 PMID: 33165621

Gautret P, Lagier J-C, Parola P, Meddeb L, Mailhe M, Doudier B, et al. Hydroxychloroquine and azithro-
mycin as a treatment of COVID-19: results of an open-label non-randomized clinical trial. International
journal of antimicrobial agents. 2020:105949. https://doi.org/10.1016/j.ijantimicag.2020.105949 PMID:
32205204

Boulware DR, Pullen MF, Bangdiwala AS, Pastick KA, Lofgren SM, Okafor EC, et al. A randomized trial
of hydroxychloroquine as postexposure prophylaxis for Covid-19. New England Journal of Medicine.
2020.

Yao X, Ye F, Zhang M, Cui C, Huang B, Niu P, et al. In vitro antiviral activity and projection of optimized
dosing design of hydroxychloroquine for the treatment of severe acute respiratory syndrome coronavi-
rus 2 (SARS-CoV-2). Clinical Infectious Diseases. 2020.

LiuJ, Cao R, Xu M, Wang X, Zhang H, Hu H, et al. Hydroxychloroquine, a less toxic derivative of chloro-
quine, is effective in inhibiting SARS-CoV-2 infection in vitro. Cell discovery. 2020; 6(1):1-4. https://doi.
0rg/10.1038/s41421-019-0132-8 PMID: 33402673

Wang M, Cao R, Zhang L, Yang X, Liu J, Xu M, et al. Remdesivir and chloroquine effectively inhibit the
recently emerged novel coronavirus (2019-nCoV) in vitro. Cell research. 2020; 30(3):269-71. https://
doi.org/10.1038/s41422-020-0282-0 PMID: 32020029

Vincent MJ, Bergeron E, Benjannet S, Erickson BR, Rollin PE, Ksiazek TG, et al. Chloroquine is a
potent inhibitor of SARS coronavirus infection and spread. Virology journal. 2005; 2(1):69. https://doi.
org/10.1186/1743-422X-2-69 PMID: 16115318

Keyaerts E, Vijgen L, Maes P, Neyts J, Van Ranst M. In vitro inhibition of severe acute respiratory syn-
drome coronavirus by chloroquine. Biochemical and biophysical research communications. 2004; 323
(1):264-8. https://doi.org/10.1016/j.bbrc.2004.08.085 PMID: 15351731

Hu TY, Frieman M, Wolfram J. Insights from nanomedicine into chloroquine efficacy against COVID-19.
Nature Nanotechnology. 2020; 15(4):247-9. https://doi.org/10.1038/s41565-020-0674-9 PMID:
32203437

Savarino A, Boelaert JR, Cassone A, Majori G, Cauda R. Effects of chloroquine on viral infections: an
old drug against today’s diseases. The Lancet infectious diseases. 2003; 3(11):722—7. https://doi.org/
10.1016/s1473-3099(03)00806-5 PMID: 14592603

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009212  January 19, 2021 13/15


https://doi.org/10.1001/jama.2020.6019
http://www.ncbi.nlm.nih.gov/pubmed/32282022
https://doi.org/10.1056/NEJMoa2012410
https://doi.org/10.1056/NEJMoa2012410
http://www.ncbi.nlm.nih.gov/pubmed/32379955
https://doi.org/10.3785/j.issn.1008-9292.2020.03.03
http://www.ncbi.nlm.nih.gov/pubmed/32391667
https://doi.org/10.1001/jama.2020.22240
https://doi.org/10.1001/jama.2020.22240
http://www.ncbi.nlm.nih.gov/pubmed/33165621
https://doi.org/10.1016/j.ijantimicag.2020.105949
http://www.ncbi.nlm.nih.gov/pubmed/32205204
https://doi.org/10.1038/s41421-019-0132-8
https://doi.org/10.1038/s41421-019-0132-8
http://www.ncbi.nlm.nih.gov/pubmed/33402673
https://doi.org/10.1038/s41422-020-0282-0
https://doi.org/10.1038/s41422-020-0282-0
http://www.ncbi.nlm.nih.gov/pubmed/32020029
https://doi.org/10.1186/1743-422X-2-69
https://doi.org/10.1186/1743-422X-2-69
http://www.ncbi.nlm.nih.gov/pubmed/16115318
https://doi.org/10.1016/j.bbrc.2004.08.085
http://www.ncbi.nlm.nih.gov/pubmed/15351731
https://doi.org/10.1038/s41565-020-0674-9
http://www.ncbi.nlm.nih.gov/pubmed/32203437
https://doi.org/10.1016/s1473-3099%2803%2900806-5
https://doi.org/10.1016/s1473-3099%2803%2900806-5
http://www.ncbi.nlm.nih.gov/pubmed/14592603
https://doi.org/10.1371/journal.ppat.1009212

PLOS PATHOGENS

TMPRSS2 limits hydroxychloroquine efficacy

15.

16.

17.

18.

19.

20.

21,

22,

23.

24,

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

Simmons G, Gosalia DN, Rennekamp AJ, Reeves JD, Diamond SL, Bates P. Inhibitors of cathepsin L
prevent severe acute respiratory syndrome coronavirus entry. Proceedings of the National Academy of
Sciences. 2005; 102(33):11876-81. https://doi.org/10.1073/pnas.0505577102 PMID: 16081529

OuX, LiuY, Lei X, Li P, Mi D, Ren L, et al. Characterization of spike glycoprotein of SARS-CoV-2 on
virus entry and its immune cross-reactivity with SARS-CoV. Nature communications. 2020; 11(1):1-12.
https://doi.org/10.1038/s41467-019-13993-7 PMID: 31911652

Li W, Moore MJ, Vasilieva N, Sui J, Wong SK, Berne MA, et al. Angiotensin-converting enzyme 2 is a
functional receptor for the SARS coronavirus. Nature. 2003; 426(6965):450—4. https://doi.org/10.1038/
nature02145 PMID: 14647384

Zhang H, Penninger JM, Li Y, Zhong N, Slutsky AS. Angiotensin-converting enzyme 2 (ACE2) as a
SARS-CoV-2 receptor: molecular mechanisms and potential therapeutic target. Intensive care medi-
cine. 2020; 46(4):586-90. https://doi.org/10.1007/s00134-020-05985-9 PMID: 32125455

Shang J, Ye G, ShiK, Wan Y, Luo C, Aihara H, et al. Structural basis of receptor recognition by SARS-
CoV-2. Nature. 2020; 581(7807):221—4. https://doi.org/10.1038/s41586-020-2179-y PMID: 32225175

Belouzard S, Chu VC, Whittaker GR. Activation of the SARS coronavirus spike protein via sequential
proteolytic cleavage at two distinct sites. Proceedings of the National Academy of Sciences. 2009; 106
(14):5871-6. https://doi.org/10.1073/pnas.0809524106 PMID: 19321428

Walls AC, Park Y-J, Tortorici MA, Wall A, McGuire AT, Veesler D. Structure, function, and antigenicity
of the SARS-CoV-2 spike glycoprotein. Cell. 2020.

Matsuyama S, Nagata N, Shirato K, Kawase M, Takeda M, Taguchi F. Efficient activation of the severe
acute respiratory syndrome coronavirus spike protein by the transmembrane protease TMPRSS2.
Journal of virology. 2010; 84(24):12658—64. https://doi.org/10.1128/JVI.01542-10 PMID: 20926566

Glowacka |, Bertram S, Muller MA, Allen P, Soilleux E, Pfefferle S, et al. Evidence that TMPRSS2 acti-
vates the severe acute respiratory syndrome coronavirus spike protein for membrane fusion and
reduces viral control by the humoral immune response. Journal of virology. 2011; 85(9):4122-34.
https://doi.org/10.1128/JV1.02232-10 PMID: 21325420

Hoffmann M, Kleine-Weber H, Schroeder S, Kriiger N, Herrler T, Erichsen S, et al. SARS-CoV-2 cell
entry depends on ACE2 and TMPRSS2 and is blocked by a clinically proven protease inhibitor. Cell.
2020. https://doi.org/10.1016/j.cell.2020.02.052 PMID: 32142651

Hasan A, Paray BA, Hussain A, Qadir FA, Attar F, Aziz FM, et al. A review on the cleavage priming of
the spike protein on coronavirus by angiotensin-converting enzyme-2 and furin. Journal of Biomolecular
Structure and Dynamics. 2020:1-9. https://doi.org/10.1080/07391102.2020.1754293 PMID: 32274964

Bertram S, Heurich A, Lavender H, Gierer S, Danisch S, Perin P, et al. Influenza and SARS-coronavirus
activating proteases TMPRSS2 and HAT are expressed at multiple sites in human respiratory and gas-
trointestinal tracts. PloS one. 2012; 7(4). https://doi.org/10.1371/journal.pone.0035876 PMID:
22558251

Sungnak W, Huang N, Bécavin C, Berg M, Queen R, Litvinukova M, et al. SARS-CoV-2 entry factors
are highly expressed in nasal epithelial cells together with innate immune genes. Nature medicine.
2020; 26(5):681—7. https://doi.org/10.1038/s41591-020-0868-6 PMID: 32327758

Ziegler CG, Allon SJ, Nyquist SK, Mbano IM, Miao VN, Tzouanas CN, et al. SARS-CoV-2 receptor
ACE2 is an interferon-stimulated gene in human airway epithelial cells and is detected in specific cell
subsets across tissues. Cell. 2020. https://doi.org/10.1016/j.cell.2020.04.035 PMID: 32413319

ZhaoY, Zhao Z, Wang Y, Zhou Y, Ma Y, Zuo W. Single-cell RNA expression profiling of ACE2, the puta-
tive receptor of Wuhan 2019-nCov. BioRxiv. 2020.

Zou X, Chen K, Zou J, Han P, Hao J, Han Z. Single-cell RNA-seq data analysis on the receptor ACE2
expression reveals the potential risk of different human organs vulnerable to 2019-nCoV infection. Fron-
tiers of medicine. 2020:1-8. https://doi.org/10.1007/s11684-020-0754-0 PMID: 32170560

Qi F, Qian S, Zhang S, Zhang Z. Single cell RNA sequencing of 13 human tissues identify cell types and
receptors of human coronaviruses. Biochemical and biophysical research communications. 2020.
https://doi.org/10.1016/j.bbrc.2020.03.044 PMID: 32199615

Shirato K, Kawase M, Matsuyama S. Middle East respiratory syndrome coronavirus infection mediated
by the transmembrane serine protease TMPRSS2. Journal of virology. 2013; 87(23):12552—61. https:/
doi.org/10.1128/JV1.01890-13 PMID: 24027332

Béttcher E, Matrosovich T, Beyerle M, Klenk H-D, Garten W, Matrosovich M. Proteolytic activation of
influenza viruses by serine proteases TMPRSS2 and HAT from human airway epithelium. Journal of
virology. 2006; 80(19):9896-8. https://doi.org/10.1128/JVI.01118-06 PMID: 16973594

Savarino A, Di Trani L, Donatelli I, Cauda R, Cassone A. New insights into the antiviral effects of chloro-
quine. The Lancet infectious diseases. 2006; 6(2):67-9. https://doi.org/10.1016/S1473-3099(06)70361-
9 PMID: 16439323

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009212  January 19, 2021 14/15


https://doi.org/10.1073/pnas.0505577102
http://www.ncbi.nlm.nih.gov/pubmed/16081529
https://doi.org/10.1038/s41467-019-13993-7
http://www.ncbi.nlm.nih.gov/pubmed/31911652
https://doi.org/10.1038/nature02145
https://doi.org/10.1038/nature02145
http://www.ncbi.nlm.nih.gov/pubmed/14647384
https://doi.org/10.1007/s00134-020-05985-9
http://www.ncbi.nlm.nih.gov/pubmed/32125455
https://doi.org/10.1038/s41586-020-2179-y
http://www.ncbi.nlm.nih.gov/pubmed/32225175
https://doi.org/10.1073/pnas.0809524106
http://www.ncbi.nlm.nih.gov/pubmed/19321428
https://doi.org/10.1128/JVI.01542-10
http://www.ncbi.nlm.nih.gov/pubmed/20926566
https://doi.org/10.1128/JVI.02232-10
http://www.ncbi.nlm.nih.gov/pubmed/21325420
https://doi.org/10.1016/j.cell.2020.02.052
http://www.ncbi.nlm.nih.gov/pubmed/32142651
https://doi.org/10.1080/07391102.2020.1754293
http://www.ncbi.nlm.nih.gov/pubmed/32274964
https://doi.org/10.1371/journal.pone.0035876
http://www.ncbi.nlm.nih.gov/pubmed/22558251
https://doi.org/10.1038/s41591-020-0868-6
http://www.ncbi.nlm.nih.gov/pubmed/32327758
https://doi.org/10.1016/j.cell.2020.04.035
http://www.ncbi.nlm.nih.gov/pubmed/32413319
https://doi.org/10.1007/s11684-020-0754-0
http://www.ncbi.nlm.nih.gov/pubmed/32170560
https://doi.org/10.1016/j.bbrc.2020.03.044
http://www.ncbi.nlm.nih.gov/pubmed/32199615
https://doi.org/10.1128/JVI.01890-13
https://doi.org/10.1128/JVI.01890-13
http://www.ncbi.nlm.nih.gov/pubmed/24027332
https://doi.org/10.1128/JVI.01118-06
http://www.ncbi.nlm.nih.gov/pubmed/16973594
https://doi.org/10.1016/S1473-3099%2806%2970361-9
https://doi.org/10.1016/S1473-3099%2806%2970361-9
http://www.ncbi.nlm.nih.gov/pubmed/16439323
https://doi.org/10.1371/journal.ppat.1009212

PLOS PATHOGENS

TMPRSS2 limits hydroxychloroquine efficacy

35.

36.

37.

38.

39.

40.

41.

Zhang L, Jackson CB, Mou H, Ojha A, Rangarajan ES, Izard T, et al. The D614G mutation in the SARS-
CoV-2 spike protein reduces S1 shedding and increases infectivity. bioRxiv. 2020. https://doi.org/10.
1101/2020.06.12.148726 PMID: 32587973

Zhou'Y, Vedantham P, Lu K, Agudelo J, Carrion R Jr, Nunneley JW, et al. Protease inhibitors targeting
coronavirus and filovirus entry. Antiviral research. 2015; 116:76-84. https://doi.org/10.1016/j.antiviral.
2015.01.011 PMID: 25666761

Millet JK, Whittaker GR. Host cell entry of Middle East respiratory syndrome coronavirus after two-step,
furin-mediated activation of the spike protein. Proceedings of the National Academy of Sciences. 2014;
111(42):15214-9. https://doi.org/10.1073/pnas.1407087111 PMID: 25288733

Shirato K, Kawase M, Matsuyama S. Wild-type human coronaviruses prefer cell-surface TMPRSS2 to
endosomal cathepsins for cell entry. Virology. 2018; 517:9-15. https://doi.org/10.1016/j.virol.2017.11.
012 PMID: 29217279

Coutard B, Valle C, de Lamballerie X, Canard B, Seidah N, Decroly E. The spike glycoprotein of the
new coronavirus 2019-nCoV contains a furin-like cleavage site absent in CoV of the same clade. Antivi-
ral research. 2020; 176:104742. https://doi.org/10.1016/j.antiviral.2020.104742 PMID: 32057769

Wrobel AG, Benton DJ, Xu P, Roustan C, Martin SR, Rosenthal PB, et al. SARS-CoV-2 and bat
RaTG13 spike glycoprotein structures inform on virus evolution and furin-cleavage effects. Nature
Structural & Molecular Biology. 2020:1-5.

Li W, Greenough TC, Moore MJ, Vasilieva N, Somasundaran M, Sullivan JL, et al. Efficient replication
of severe acute respiratory syndrome coronavirus in mouse cells is limited by murine angiotensin-con-
verting enzyme 2. Journal of virology. 2004; 78(20):11429-33. https://doi.org/10.1128/JVI1.78.20.
11429-11433.2004 PMID: 15452268

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009212  January 19, 2021 15/15


https://doi.org/10.1101/2020.06.12.148726
https://doi.org/10.1101/2020.06.12.148726
http://www.ncbi.nlm.nih.gov/pubmed/32587973
https://doi.org/10.1016/j.antiviral.2015.01.011
https://doi.org/10.1016/j.antiviral.2015.01.011
http://www.ncbi.nlm.nih.gov/pubmed/25666761
https://doi.org/10.1073/pnas.1407087111
http://www.ncbi.nlm.nih.gov/pubmed/25288733
https://doi.org/10.1016/j.virol.2017.11.012
https://doi.org/10.1016/j.virol.2017.11.012
http://www.ncbi.nlm.nih.gov/pubmed/29217279
https://doi.org/10.1016/j.antiviral.2020.104742
http://www.ncbi.nlm.nih.gov/pubmed/32057769
https://doi.org/10.1128/JVI.78.20.11429-11433.2004
https://doi.org/10.1128/JVI.78.20.11429-11433.2004
http://www.ncbi.nlm.nih.gov/pubmed/15452268
https://doi.org/10.1371/journal.ppat.1009212

