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Abstract Limiting the spread of virus during the recent pandemic outbreak was a major
challenge. Viral loads in saliva, nasopharyngeal and oropharyngeal swabs were the
major cause for droplet transmission and aerosols. Saliva being the major contributor
for the presence of viral load is the major key factor; various mouthwashes and their
combination were analyzed and utilized in health care centers to hamper the spread of
virus and decrease viral load. The compositions of these mouthwashes to an extent
affected the viral load and thereby transmission, but there is always a scope for other
protocols which may provide better results. Here we evaluated the potential of
antimicrobial peptide LL-37 in decreasing the viral load of severe acute respiratory
syndrome coronavirus 2 (SARS-CoV-2) through an in silico work and evidence from
other studies. This narrative review highlighted a brief nonsystematic methodology to
include the selected articles for discussion. Accessible electronic databases (Medline,
Scopus, Web of Science, SciELO, and PubMed) were used to find studies that reported
the salivary viral load of SARS-CoV-2 published between December 2019 and
June 2021. The following keywords were utilized for brief searching of the databases:
“saliva,” “viral load,” and “SARS-CoV-2.” Articles in English language, in vitro cell-line
studies, ex vivo studies, and clinical trials explaining the viral load of SARS-CoV-2 in
saliva and strategies to decrease viral load were included in this review. The search was
complemented by manual searching of the reference lists of included articles and
performing a citation search for any additional reviews. The antiviral potential of
cationic host defense peptide LL-37 was evaluated using computational approaches
providing in silico evidence. The analysis of docking studies and the display of positive
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Introduction

The emergence of the novel coronavirus has received world-
wide attention due to its high transmission and reproduction
rate (�2.2 � [1.4–6.5]). Coronaviruses are enveloped RNA
viruses, and two strains of them—severe acute respiratory
syndrome coronavirus (SARS-CoV) and Middle East respira-
tory syndrome coronavirus (MERS-CoV)—are zoonotic in
origin and known to cause fatal respiratory diseases and
the recent SARS-CoV-2 is responsible for the global pandem-
ic. The viral infection turned into a devastating pandemic
condition due to human-to-human transmission across the
globe. The early detection of viral RNA in saliva peaks during
the onset of symptoms. The attachment of SARS-CoV-2 to the
ACE2 receptor on host cells of tongue and salivary gland
makes saliva a major candidate for transmission of this virus
via droplet or aerosol transmission, further contributing to
the disease transmission.1,2 Post outbreak of the pandemic,
various guidelines for treatment strategies have been formu-
lated by the Ministry of Health and Family Welfare, Govern-
ment of India to prevent transmission in medical
dispensaries, hospitals, and dental clinics. They mainly con-
centrated on various ways which can prevent the transmis-
sion, such as using personal protective equipment, N95
masks, face shields, triple-layer masks, and single ventilated
rooms for aerosol-related procedures. Even though these
protocols are implemented, they do not completely mitigate
the risk of transmission of the coronavirus 2019 (COVID-19)
virus.

The key issue during this period was how to prevent
transmission, which could decrease the requirement of
treatment. Various reports and editorials mentioned the
risk of health care workers (HCWs) and clinic setups.3 The
risk of acquiring infection among HCWs including doctors,
nurses, ward boys, and dentists who are exposed to these
individuals further become a source of infection to other
individuals who are not yet infected or are in isolation.
Prevention of infectious diseases in HCWs serves three
purposes: the health of the HCW, the prevention of work
restrictions, and the reduction of hospital-acquired infec-
tions. In China around 3,300HCWswere infected and 22 died
due to the COVID-19 virus outbreak.3 Themajor concernwas
the transmission of droplets and aerosols. Basically, various
clinics implemented use of HEPA filters, ultraviolet lights,
fumigation and antifogging device, and high suction devices
in COVID wards and clinics where risk of transmission still
exists. Identifyingmeasures to restrict transmission from the
source is still a challenge. There have been various agents
which are being utilized and discussed for reducing the viral

load in saliva. In our review we would like to discuss the
potential role of human antimicrobial peptide (AMP) LL-37 in
mitigating the risk instilled by COVID-19 viral load in saliva.

AMP LL-37 is a human antimicrobial protein of 18 kDa,
only knownmember of cathelicidin in humans. They are pre-
propeptides, with immunomodulatory effect, and are also
one among the three defense lines of human body, i.e., the
humoral immunity. They possess antimicrobial, antibacteri-
al, and antiviral potential that disrupts pathogen membrane
and facilitates wound healing through epidermal growth
factors.4 The antiviral potential of LL-37 has been studied
in various viral infections through in vitro and animal
models. LL-37 primarily interacts with the outer envelope
of the virus further after disruption of the membrane, and it
irreversibly binds to the DNA and RNA.5 LL-37 counters the
virus in the respiratory epithelium that is secreted from
neutrophils, macrophages, and epithelial cells. LL-37 is a
potent peptide against various RNA and DNA viruses like
Venezuelan equine encephalitis virus (VEEV), Vaccinia virus,
Zika virus (ZIKV), hepatitis virus, human rhinovirus (HRV),
respiratory syncytial virus (RSV), dengue virus, and human
immunodeficiency virus (HIV) in various in vitro and animal
studies.6 Themechanism of action discussed in these studies
are direct alteration of viral architecture, thereby inactivat-
ing virus permanently, robust reduction of viral RNA copies,
removal of outer membrane of virus by rapid disintegration,
removal of outer membrane, exposure of the virus to adap-
tive immune system, and inactivation by flocculation and
aggregation of negatively charged viral particles that is
associated with biomass clumping of these positively
charged elements leading to immobilization. This floccula-
tion and aggregation lead to entry prevention of viruses.7

Innate immune defense may involve synergies between
multiple cationic host defense peptides (CHDPs) acting via
different mechanisms. CHDPs’ responses against viral infec-
tion may have therapeutic potential with broader applica-
bility against SARS-CoV-2 andmayminimize the potential to
promote the emergence of resistant strains by avoiding
direct peptide targeting of the virus. Therefore, targeting
upregulation of endogenous CHDP expression may be a
prophylactic antiviral property with less chances of emer-
gence of resistant strains.8

Methods

Search Strategy and Criteria
This review highlights a brief nonsystematic methodology to
include the selected articles for discussion. Accessible

interfacial hydrophobicity of LL-37 resulting in disruption of COVID-19 viral membrane
elucidate the fact that LL-37 could be effective against all variants of SARS-CoV-2.
Further experimental studies would be needed to confirm the binding of the receptor-
binding domain with LL-37. The possibility of using it in many forms further to decrease
the viral load by disrupting the viral membrane is seen.
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electronic databases (Medline, Scopus, Web of Science,
SciELO, and PubMed) were used to find studies that reported
the salivary viral load of SARS-CoV-2 published between
December 2019 and June 2021. The following keywordswere
utilized for brief searching of the databases: “saliva,” “viral
load,” and “SARS-CoV-2.”Articles in English language, in vitro
cell-line studies, ex vivo studies, and clinical trials explaining
the viral load of SARS-CoV-2 in saliva and strategies to
decrease viral load were included in this review. The search
was complemented by manual searching of the reference
lists of included articles and performing a citation search for
any additional reviews. The number of articles that focused
on strategies for reducing viral load was six. The articles
which did not provide any information regarding reducing
viral load of SARS-CoV-2 and merely discussed the presence
of viral load in saliva were excluded. The selected articles are
briefly explained in ►Table 2.

Evaluating the Antiviral Potential of Cationic Host
Defense Peptide LL-37 through Computational
Approaches
One of the most important steps toward rational design and
development of therapeutics of LL-37 is inspired by the
function and mode of action. Several reports are there
demonstrating the antiviral potentiality of the LL-37 peptide.
To investigate the peptide–protein interactions of LL-37with
the SARS-CoV-2 targets, we implemented the structural
bioinformatics approach (►Table 1). For this, approximately
29 potential SARS-CoV-2 target proteins were selected, such
as spike RBD (receptor-binding domain), spike monomer
(close), spike monomer (open), spike trimer (close), spike
trimer (open), S2 (postfusion state), ACE2, membrane pro-
tein, E protein, N protein, N protein (C domain), N protein (N
domain), main protease, papain-like protease (dimer), papa-
in-like protease (monomer), NSP12 (SARS-CoV-2 RNA-de-
pendent RNA polymerase), NSP15, NSP 16/10 (2′-O-
methyltransferase), NSP 14, NSP 16, NSP 9, NSP 1, NSP 4,
Orf 7a, Orf 3a, and Orf 6. The proteins with no X-ray
coordinates were downloaded from the Zhang’s laboratory
from the University of Michigan (https://zhanglab.ccmb.

med.umich.edu/COVID-19/). The proteins and peptides
were submitted to MolProbity webserver to check the file
and fixed any potential errors in PDB (program database).
The protein chains were edited for missing hydrogen atoms,
bond orders, and hydrogen bonds and were optimized. The
binding mode of the LL-37 peptide with all the above-listed
protein targets was studied by performing peptide–protein
docking using a COVID-19 docking server.9

Global docking was performed to predict the binding
mode between LL-37 and target proteins using CoDockPP.
The CoDockPP server performs a multistage protein–protein
docking based on shape complementarity, knowledge-based
scoring function, and site constraint. The best docked com-
plex is identified based on the score value (kcal/mol) andwas
considered for further interaction analysis. The interaction
map analysis was performed by using the PDBSum web-
server (https://www.ebi.ac.uk/thornton-srv/databases/cgi--
bin/pdbsum) and Ppor. The parameters such as number of
hydrogen bonds, salt bridges, disulphide bonds, and non-
bonded contacts were considered in interpreting the
strength of the interaction.

The putative target for the LL-37 peptidewas predicted by
considering a cut-off value for binding energy score (greater
than �1,000 kcal/mol). Nearly seven targets were identified
with the score value above the cut-off. The membrane
protein, envelope protein, main protease, spike monomer
(close), NSP 4, NSP 12, and Orf 3 were identified as potential
targets (►Table 1). Based on their binding energy and also
literature sources, we predicted that the envelope andmem-
brane proteins may be the main targets of this peptide. It is
demonstrated that LL-37 was found not to alter the binding
or initial uptake of the virus by cells, but regulate peptide-
mediated disruption of viral membranes and further impair
viral survival or propagation within the infected cells.10

This in silico work also suggested some crucial informa-
tion of the interaction of LL-37 with the membrane and
envelope by forming hydrogen bonds, hydrophobic interac-
tions, ionic bonds, and noncovalent bonds. It was seen the LL-
37 forms hydrogen bond interactions with Asn231, Leu242,
Asp245, Asp 248, Asn 151, and Asp122; hydrophobic

Table 1 Docking result analysis of top 7 peptide–protein complexes

Potential protein targets Amino acids of targets interacting with LL-37 peptide

Binding energy
(kcal/mol)

Hydrogen-bond interaction Number of
salt bridges

Nonbonded
interactions

Membrane protein �1,353.12 Asn 231; Leu 242; Asp 245; Asp 248; Asn
151; Asp 133

5 140

Nonstructural
protein (Nsp 4)

�1,295.69 Asp 433, Gln 273; Asn 266; Thr 254; Arg
305; Ala 307; Asp 72; Tyr 82

2 144

Orf 3 �1,196.52 Glu 266; Thr 269; Met 5; Asp 2

Envelope (E) protein �1,193.21 Leu 28; Leu 39; Cys 43, Phe 4; Ser 6 – 90

Main protease �1,141.8 Arg 298; Glu 107; Asp 110 4 137

Spike monomer (close) �1,031.67 Pro 225; Glu 281; Ser 45; Lys 733 2 118

Nsp 12 �1,005.71 Asn 552; Val 166; Glu 167; Asn 437; Asp
445; Gln 444; Arg 249; Ser 451; Thr 324;
Trp 268; Leu 251; Ser 255

2 234
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interactionswith Phe3, Trp 207, Ala 210, leu 288, and others;
ionic interactions with Lys5, Glu288, Glu290, Lys12, Asp92,
Glu178, and Asp155; aromatic–aromatic interactions with
phe5, Tyr37, Phe103, Tyr101, Phe140, Tyr182, Tyr161,
Phe159, and others; aromatic–sulfur interactions with
Cys300, Phe3, Tyr 54, Phe66, Cys44, Cys22, Cys160, Cys128,
Met120, Met264, and Cys262 of the membrane protein.
Similarly, the residues Leu28, leu39, Cys43, Phe4, and Ser6
of the envelope protein interact with LL-37 by hydrogen
bond formation. The hydrophobic interactions were formed
by Met1, Tyr2, Lue21, Val22, Val58, Luu 74, and other
residues. The ionic interactions between the LL37 and the
envelope protein involve Arg69 and Arg72. The residues
Phe23, Phe26, Phe26, and Tyr form aromatic–aromatic inter-
actions, and Tyr2 and Cys40 are found associated with
aromatic–sulfur interactions (►Table 1).

These different types of interactions, especially hydrogen
bond and hydrophobic interactions, between the LL-37
peptide and the SARS-CoV-2 membrane and envelope pro-
teins provide a clue for potential anti-SARS-CoV-2 activity
(►Figs. 1 and 2). Thus, it can be hypothesized that positive
interfacial hydrophobicity of LL-37 increases the chance of
membrane binding, i.e., interacting with the viral hydropho-
bic surface, and thus may kill enveloped viruses by disrupt-
ing the viral membrane and envelope, further damaging the
virions in inhibiting infectivity.

Results

The articles that analyzed various treatment protocols for
reducing viral load in saliva, using various combinations,
formulations, of mouthwashes in different concentrations
are briefly discussed below (►Table 2). The various compo-
nents in themouthwashes did decrease the risk of transmis-
sion and contribute to decreased risk but did not sustain its
effect for a longer period of time.

Discussion

Strategies to Tackle SARS-CoV-2 Viral Load in Saliva
Salivary viral load of SARS-CoV-2 is claimed byWorld Health
Organization to be a major transmission factor because it is
the entry of the respiratory system and also has been tested
for presence of 2019-nCoV nucleic acid in salivary samples
collected from infected individuals. Various studies mention
the load of COVID-19 virus in saliva can be used to correlate
with the severity of disease state.11 Comparison of patient
demographics, cellular immune profiling data with salivary
and nasopharyngeal (NP) swabs by estimating the viral load
over time, was conducted among 154 SARS-CoV-2 reverse
transcription quantitative polymerase chain reaction (RT-q-
PCR)-positive eligible adults and 109 uninfected HCWs. The
viral RNA, SARS-CoV-2 specific-antibody, cytokine levels,
platelets, lymphocytes, and cTfh cell kinetics were compared
between the groups. A total of 154 SARS-CoV-2 RT-q-PCR-
positive adults were included in the study group; 109
uninfected HCWs were included in this study as the control
group. Individuals with SARS-CoV-2 risk factors showed aTa
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higher load of virus in saliva which could be correlated with
the increasing disease severity, which could be attributed as
a predictor of mortality over time (area under the curve
¼0.90).12 The potential of saliva transmission of COVID-19
can be due to the cell receptor of ACE2 expression in the
tongue and salivary glands. Thus, it is important to prevent
droplet formation and transmission.1 Saliva harbors various
antiviral components like lysozyme,mucins, cathelicidin (LL-
37), lactoferrin, peroxidase, sIgA SLPI, salivary agglutinin
(gp340, DMBT1), α-defensins, β-defensins, and cystatins,
which hamper viral multiplication. The microvesicles with
20 microRNAs restrict multiplication of viruses, but the

major possible factor could be hypo-salivation which causes
increased multiplication and adhesion of virus due to de-
creased salivary proteins and peptides.13 An oral axis for
SARS-CoV-2 pathogen and transmission was planned to
evaluate the expression of SARS-CoV-2 entry into cells of
salivary glands. The mode of asymptomatic transmission of
the virus remains “Achilles heel” in this pandemic situation.
Due to anatomical location, frequent exposure to external
environment, oral tissues, and saliva may play a major factor
in the spread of SARS-CoV-2.14

It is documented through various studies that salivary
viral load of SARS-CoV-2 is diagnostic in nature, which helps

Fig. 1 The binding mode and interactions of the LL-37 with SARS-CoV-2 membrane protein.

Fig. 2 The binding mode and interactions of the LL-37 with SARS-CoV-2 envelope (E) protein.
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in correlating with the disease severity, plays a role in
transmission of disease, and therefore strategies to tackle
and reduce the viral load play a prime role.15 A collective
opinion fromVarious studies provided a collective opinion to
use 0.2% povidone iodine(PI) for 30 sec as a pre procedural
rinse followed by gargles for 30 seconds and throat gargle for
1minute in dental clinics which may act as a potent decon-
taminating agent in the reduction of SARS-COV-2 virus in the
oral cavity. D’Amico et al suggested 1% solution of hydrogen
peroxide usage for 30 seconds with 0.2 to 0.03% chlorhexi-
dine to reduce viral/bacterial load; components of chlorhex-
idine are considered to be effective against lipid enveloped
viruses; 0.12% 5mL of chlorhexidine could suppress viral
loads for 2 hours, even though it was beneficial in hampering
droplet transmission in some patients, did not reduce sali-
vary viral load in many after 1 hour of use.16 CPC (cetylpyr-
idinium chloride), a quaternary ammonia salt in a
concentration of 0.02 to 0.07% for oral use, provided a
detergent action and demonstrated disruption of lipid bilay-
er envelope of SARS-CoV-2 virus. It is also one among the
most recommended mouthwashes for use in SARS -COV-2
patients.17 Mouthwash with CPCþ zinc and CHX resulted in
significant reductions of the SARS-CoV-2 viral load in saliva
up to 60minutes after rinsing, while hydrogen peroxide
mouthwash resulted in a significant reduction up to
30minutes after rinsing.18 In a randomized control trial in
which the efficacy of three commercial mouth-rinses were
evaluated, povidone–iodine (PI), chlorhexidine gluconate
(CHX), and CPC; CPC decreased salivary load of SARS-CoV-
2 and PI mouth-rinsing was observed to sustain up to 6-hour
time point.19 Stawarz-Janeczek et al recommended effective
usage of 0.1% sodium hypochlorite, 0.5% hydrogen peroxide,
ethanol at the minimum concentration of 62 to 71% in
1 minute to reduce viral load. Ethanol at a concentration of
78 to 95% for 30 sec to 1 min reduced salivary viral load of
SARS COV-2 drastically.20 Also various oral care products
were assessed and further in vitro studies among 0.5% CPC
mouthwash, 0.05% CPC toothpaste and 0.30% CPC spray,
0.06% CHXþ0.05% CPC mouthwash, 0.12% CHXþ0.05%
CPCmouthwash, 0.075% CPCmouthwash, 0.12% CHXmouth-
wash, 0.20% delmopinol hydrochloride mouthwash and
0.04% CPC mouthwash were evaluated for their antiviral
activity. Suggested products containing CPC or delmopinol
hydrochloride as antiseptics decrease viral loads.20 Farook
et al recommend preprocedural rinse with chlorhexidine, PI,
which is being used in dental clinics to reduce viral load in
oral cavity even through it is not established,21 either with
usage of 0.12% of chlorhexidine, 1% of hydrogen peroxide or
0.2% of PI solution.22,23 LL-37 is proved through in silicowork
to have capacity to disrupt the viral membrane; various
studies have employed the AMP LL-37 in different treatment
strategies in various viral conditions with therapeutic effect.

Potential of LL-37 Peptide to Inhibit Viral Infections
Various authors and researchers have explained the potential
of LL-37 in tackling various viral conditions. In vitro experi-
ments and in silico analyses have shown that LL-37 inhibits
dengue virus type 2 at the stage of entry into the cells by

binding to the E protein, thusmight be potent against dengue
virus infections.24 Therapeutic activity of LL-37 against
influenza type A virus (IAV) demonstrates LL-37 encounters
IAV in the respiratory tract through innate immune
responses against the virus, secreted through neutrophils,
macrophages, and epithelial cells. The study further conclud-
ed that LL-37 reduced IAV infection severity in a manner
comparable to zanamivir.25 LL-37 has shown inhibition of
HIV 1 protease activity, furthermore the plasma LL-37 levels
of individuals undergoing antiretroviral therapy (ART) were
significantly higher, in contrast, high susceptibility
to secondary infections was observed in patients not under-
going ART.26 The efficacy of LL-37 peptide against RSV was
demonstrated in a study which clearly showed that this
peptide had potential to inhibit viral-induced cell death,
impact the expression of chemokines, and showed that
children with low cathelicidin levels are more susceptible
to RSV-associated bronchitis.27 A study showed the effect of
LL-37 AMP on decreasing viral load of HRV, a causative factor
for common cold and most respiratory infections. The study
concluded the LL-37 expression decreased HRV viral load in
vivo and thereby decreases infections in respiratory cells and
cystic fibrosis cells.28 LL-37 was delivered through corneal
implants and assessment of releasewas done, which showed
that even though LL-37 did not block the herpes simplex
virus 1 (HSV-1) action it prevented infection in corneal
epithelial cells by preventing viral cell attachment, hence
proving that LL-37 actively takes part in entry inhibition.29

Zika, a single-stranded RNA virus, is responsible for “micro-
cephaly ventriculomegaly intracranial infectious disease”
related to birth defects; a study was conducted to evaluate
the effect of LL-37 and synthetic derivatives on primary
human fetal astrocytes. The study showed sevenfold de-
crease in ZIKV plaque-forming unit’s posttreatment, with
LL-37 in vitro.30 The host defense peptide LL-37 was studied
against VEEV, and data showed that LL-37 exhibits robust
antiviral activity with minimal toxicity to humans, and
blocks the virus from entering human cells.6 A study dis-
cussed the effect of LL-37 in combating rhinovirus and
further concluded that delivery of LL -37 has novel synthetic
analogues representing a novel treatment module for reduc-
ing the viral load.31 The effect of LL-37 on inhibition of Ebola
virus (EBOV) was studied, with regard to the outbreak of
Ebola epidemic in South Africa in the period of 2014 to 2016.
Various therapeutic modalities were tested and showed that
human cathelicidin AMP LL-37 and engineered LL-37 AMPs
inhibit the infection of recombinant virus pseudo-typed
with EBOV glycoprotein (GP) and the wild-type EBOV. These
AMPs target EBOV infection at the endosomal cell-entry step
by impairing cathepsin B-mediated processing of EBOVGP.31

Results identify AMPs as a novel class of anti-EBOV thera-
peutics and demonstrate the feasibility of engineering AMPs
for improved therapeutic efficacy.31 Ron-Doitch et al pre-
pared LL-37 liposomes coated with PEG and evaluated their
activity against HSV-1. They found lower toxicity and en-
hanced antiviral activity for LL-37 liposomes compared with
both the free AMPs.32 Nordström et al investigated how the
charge density in poly(ethyl acrylate-co-methacrylic acid) or
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poly (ethyl acrylate/methacrylic acid [MAA]/1,4-butandiol
diacrylate) microgels (MAA26.5 and MAA60 microgels)
affects the capacity to release the peptides LL-37 effective
against Pseudomonas aeruginosa and Escherichia coli bacte-
ria, and studied hemolysis, proteolytic stability, and interac-
tion of loaded hydrogel with membranes.33 Fan et al
conducted a study to detect the efficiency and antitumor
effect of docetaxel and LL-37-loaded thermosensitive hydro-
gel nanoparticles on peritoneal carcinomatosis of colorectal
cancer. They concluded that the Docþ LL37 NP–hydrogel
composite showed improved antiangiogenesis and antitu-
mor activity, and thus may have potential applications in
colorectal carcinoma therapy.34 Fumakia andHo investigated
the potential therapeutic effects of combining LL37 and A1
into a single nanoparticle formulation to improve wound
healing and synergistically enhance antibacterial activity in
vitro, in comparison to individual drugs alone, and concluded
that they successfully developed the first solid lipid nano-
particle formulation that can simultaneously deliver LL37
and A1 at specific ratios resulting in accelerated wound
healing by promoting wound closure in BJ fibroblast cells
and keratinocytes as well as synergistically enhancing anti-
bacterial activity against Staphylococcus aureus and E. coli in
comparison to LL37 or A1 alone.35

Conclusion

The analysis of docking studies and the display of positive
interfacial hydrophobicity of LL-37 resulting in disruption
of COVID-19 viral membrane elucidate the fact that LL-37
could be effective against all variants of SARS-CoV-2. Fur-
ther experimental studies would be needed to confirm the
binding of RBD with LL-37. Its immunoregulatory pathway
would be at a faster pace when compared with different
therapeutics that being researched and developed, owing to
its nativity to the human body. The article provides the
potential of LL-37 in combating SARS-CoV-2 in saliva. It can
be employed strategically in different ways, which will help
in mitigating risk to frontline workers, who come in contact
with patients in COVID wards, and dentists who are in
danger because they are exposed to oral cavity. The current
article is an attempt to showcase the therapeutic potential
of LL-37. The possibility of using it in many forms further to
decrease the viral load by disrupting the viral membrane is
seen.
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