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Abstract: Severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2), the causative agent of
coronavirus disease 2019 (COVID-19), continues to wreak havoc, threatening the public health
services and imposing economic collapse worldwide. Tailoring public health responses to the SARS-
CoV-2 pandemic depends on understanding the mechanism of viral replication, disease pathogenesis,
accurately identifying acute infections, and mapping the spreading risk of hotspots across the globe.
However, effective identification and isolation of persons with asymptomatic and mild SARS-CoV-2
infections remain the major obstacles to efforts in controlling the SARS-CoV-2 spread and hence the
pandemic. Understanding the mechanism of persistent viral shedding, reinfection, and the post-acute
sequalae of SARS-CoV-2 infection (PASC) is crucial in our efforts to combat the pandemic and provide
better care and rehabilitation to survivors. Here, we present a living literature review (January 2020
through 15 March 2021) on SARS-CoV-2 viral persistence, reinfection, and PASC. We also highlight
potential areas of research to uncover putative links between viral persistence, intra-host evolution,
host immune status, and protective immunity to guide and direct future basic science and clinical
research priorities.
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1. Introduction

In December 2019, SARS-CoV-2, the etiology of COVID-19, first emerged in Wuhan,
China, and rapidly seeded multiple outbreaks across the globe. COVID-19 is a major
pandemic with unprecedented public health burden and death toll worldwide. As of 19
April 2021, the SARS-CoV-2 pandemic has afflicted more than 141 million individuals
worldwide, and has led to confirmed deaths of over 3 million people from 223 countries
and territories [1].

Of the seven members of Coronaviridae family known to infect humans, SARS-CoV-2 is
the third outbreak in less than two decades resulting in a major pandemic [2–6]. The other
two major coronavirus acute respiratory disease outbreaks are SARS, caused by SARS-
CoV (2002–2003), and Middle East respiratory syndrome (MERS), caused by MERS-CoV
(emerged in 2012) [2]. SARS-CoV-2 is genetically closely related to SARS-CoV [2,6–9]; both
exhibit an age-related increase in disease severity and mortality [10]. Whereas SARS-CoV-2
is associated with a significantly less crude case fatality rate (0.25–5%) [11], SARS-CoV and
MERS-CoV were associated with high case fatality rates of ~10% and 34%, respectively [12].
The other endemic human coronaviruses—HKU1, NL63, OC43, and 229E—cause primarily
common cold and contribute to 15% to 29% of common cold cases annually [13].

The speed of the scientific advances in understanding the biology of SARS-CoV-2
and the pathophysiology of COVID-19 as well as the development of effective vaccines
will remain one of the greatest achievements of the human race. Within weeks, scientists
were able to describe the clinical syndrome [3–5], identify SARS-CoV-2 as the causative
agent [5,6], develop diagnostic tests [14–16], sequence the complete genome of the virus
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isolated from clinical samples [5], and start developing several vaccines candidates. Fast
forward, in less than one year, we were able to successfully develop several efficacious
vaccines; a few of them are now being used to vaccinate the general public [17,18]. In this
review, we explore the available evidence on key virological, immunological, and clinical
characteristics of SARS-CoV-2 infection with the emphasis on viral persistence, reinfection,
and PASC. We highlight areas that warrant further investigation for the development of
improved therapeutic and prevention interventions.

2. SARS-CoV-2 and Its Tropism

Coronaviruses are large, enveloped, positive-sense, single-stranded RNA (+ssRNA)
viruses that cause various diseases in mammals (Figure 1a). Human coronaviruses such
as SARS-CoV-2 share a significant number of key features with other family members
of the Nidovirales order, and primarily cause respiratory tract infections [2]. These key
features of coronaviruses include (a) a highly conserved genomic organization that has a
large replicase gene on the 5′ end encoding for several proteins with enzymatic activities,
which is upstream of the structural and accessory genes (Figure 1b); (b) they all efficiently
use ribosomal frameshifting to express their nonstructural proteins (nsps), polyproteins
(Figure 1b), which are essential for in vivo replication; (c) as a member of the nidoviruses
(nidus is Latin for “nest”), their downstream genes are expressed by synthesis of 3′ nested
subgenomic mRNAs (Figure 1b).
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Figure 1. SARS-CoV-2 genome organization and replication cycle. (a) The SARS-CoV-2 virion struc-
ture. While the viral membrane and envelope proteins ensure its genomic RNA incorporation and 
assembly, the trimeric spike (S) protein provides specificity and high-affinity binding for its receptor 
to enter into target cells. The positive-sense, single-stranded RNA genome (+ssRNA) is encapsidated 
by the nucleocapsid. (b) Schematic depiction of SARS-CoV-2 genome architecture and the poly-
(proteins) it encodes. (c) Schematics of SARS-CoV-2 replication: (1) SARS-CoV-2 virions bind to 
ACE2, its cellular receptor, and the type 2 transmembrane serine protease (TMPRSS2), a host factor 
that promotes viral particles entry and fusion at the plasma membrane or endosomes. (2) In the 
cytosol, the incoming gRNA will be released and subjected to immediate translation of the ORF1a 
and ORF1b open reading frame resulting in the polyproteins (pp1a and pp1ab), which are further 
proteolytically processed to the components of the replicase complex. (3) The replicase complex  is 
an assemblage of multiple nonstructural proteins (nsps) that orchestrate transcription of the viral 
RNAs and viral replication. Concordantly, the virus compels the host cell to create the viral replica-
tion organelles, including the perinuclear double-membrane vesicles (DMV), the convoluted mem-
branes, and small, open double-membrane spherules (DMS). These structures provide a protective 
microenvironment for the viral gRNA and subgenomic mRNA during replication and transcription. 
(4,5) The newly synthesized surface structural proteins translocate to the ER membrane and transit 
through the ER-to-Golgi intermediate compartment (ERGIC), which then assembles and encapsi-
dates the ribonucleocapsid. (6,7) Ultimately, the progeny virions bud into the lumen of the secretory 
vesicles and will be released by exocytosis. 
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Figure 1. SARS-CoV-2 genome organization and replication cycle. (a) The SARS-CoV-2 virion structure. While the viral
membrane and envelope proteins ensure its genomic RNA incorporation and assembly, the trimeric spike (S) protein
provides specificity and high-affinity binding for its receptor to enter into target cells. The positive-sense, single-stranded
RNA genome (+ssRNA) is encapsidated by the nucleocapsid. (b) Schematic depiction of SARS-CoV-2 genome architecture
and the poly-(proteins) it encodes. (c) Schematics of SARS-CoV-2 replication: (1) SARS-CoV-2 virions bind to ACE2, its
cellular receptor, and the type 2 transmembrane serine protease (TMPRSS2), a host factor that promotes viral particles
entry and fusion at the plasma membrane or endosomes. (2) In the cytosol, the incoming gRNA will be released and
subjected to immediate translation of the ORF1a and ORF1b open reading frame resulting in the polyproteins (pp1a
and pp1ab), which are further proteolytically processed to the components of the replicase complex. (3) The replicase
complex is an assemblage of multiple nonstructural proteins (nsps) that orchestrate transcription of the viral RNAs and viral
replication. Concordantly, the virus compels the host cell to create the viral replication organelles, including the perinuclear
double-membrane vesicles (DMV), the convoluted membranes, and small, open double-membrane spherules (DMS). These
structures provide a protective microenvironment for the viral gRNA and subgenomic mRNA during replication and
transcription. (4,5) The newly synthesized surface structural proteins translocate to the ER membrane and transit through
the ER-to-Golgi intermediate compartment (ERGIC), which then assembles and encapsidates the ribonucleocapsid. (6,7)
Ultimately, the progeny virions bud into the lumen of the secretory vesicles and will be released by exocytosis.

2.1. SARS-CoV-2 Origin

Human coronaviruses have an approximately 30 kb RNA genome and a diameter
ranging from 50 to 150 nm with a distinctive crown-like appearance of their glycoprotein
spike (S) protein (Figure 1a) [19,20]. These RNA viruses undergo genetic recombination,
deletions, mutations, and other forms of variation allowing them to adapt to infect new
hosts and spread within the same species independent of their natural reservoir. SARS-
CoV-2 emerged in late 2019 and is ~80% and ~96% identical at the nucleotide level across
its genome with SARS-CoV and the bat coronavirus, RaTG13, respectively [3,9]. Structural
and biochemical characterization of the genome revealed that the receptor-binding domain
(RBD) of the SARS-CoV-2 S protein is the most variable region with distinctive gain-
of-function mutations to bind to the cognate cellular receptor, angiotensin-converting
enzyme 2 (ACE2), with high affinity [3,5,9,21,22]. Furthermore, it was suggested that
SARS-CoV-2 seemingly adapted through natural selection and genetic recombination in
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humans or other intermediate hosts such as the pangolin with high homology to the ACE2
receptor [3,6,9,23,24] before it emerged as a major pandemic in late 2019 in Wuhan, China.

SARS-CoV, MERS-CoV, and SARS-CoV-2 originated likely from bats and transmitted
to human through intermediate hosts: SARS-CoV in 2002/2003 emerged through adap-
tation in palm Civets in a wildlife market in Guangdong, China [25], MERS-CoV in 2012
transmitted to human from dromedary camels in the Arabian Peninsula [26], but the defini-
tive intermediate host for SARS-CoV-2 is unknown, and remains a source of controversy.
Several groups reported that horseshoe bats as likely origin and imported pangolins as
possible intermediate host for SARS-CoV-2. However, according to a comparative genomic
analysis [27], none of these highly identical (90–96% identity at nucleotide level) coron-
aviruses that were found in these animals appear to be a direct progenitor of SARS-CoV-2,
indicating that further adaptation in humans or other intermediate hosts must have taken
place preceding the emergence of the COVID-19 pandemic [9].

2.2. SARS-CoV-2 Tropism

SARS-CoV-2 infects the target cell by binding to its cognate cell surface receptor, the
ACE2 protein, using the RBD of the S protein (Figure 1c) [3,5,9,21,22,28–32]. The S proteins
of SARS-CoV and SARS-CoV-2 are highly homologous and structurally similar with only
minor differences, and they both use ACE2 to enter into target cells [3,21,28,30,31,33]. ACE2
is a type I transmembrane protein, which is ubiquitously expressed in endothelial and
most epithelial cells of different organs, including in the high expressers such as the lungs,
heart, kidneys, and small intestine [29,34–39]. It is regulator of the potent vasoconstrictor
angiotensin maturation and hence offsets the vasomotor effect of ACE on the cardiovascular
system [36].

Akin to all coronaviruses, the S protein of SARS-CoV-2 mediates two essential virus-
host interactions in tandem during virus entry. First, it binds to the primordial and
abundant sugar moiety with its N-terminus region, and second, it engages with high-
affinity and selectivity to its protein receptor, ACE-2, to initiate fusion of the viral and
host cell membranes via its C-terminal region (Figure 1c) [40]. These cascading events are
believed to give coronaviruses an evolutionary advantage to easily adapt and expand their
host ranges. SARS-CoV-2 virions entry into the cells is then orchestrated by proteolytic
cleavage and activation of the ACE2-bound S protein by the type 2 transmembrane serine
protease (TMPRSS2) on the cell surface [28,29,41–43]. After entry, through a series of highly
regulated steps and virus–host interactions, the virus completes its replication cycle as
described in Figure 1 [44]. Thus, a coordinated expression of ACE2 and TMPRSS2 is critical
to augment viral entry and infectivity. Hou et al. [45], using a reverse genetics approach
by single-cell RNA sequencing and in situ RNA mapping, showed an expression gradient
of ACE2 in the normal airway epithelia, with the highest expression being in the nasal
epithelial cells and lesser expression in the lower airway epithelial cells, terminating in
significantly minimal ACE2 level in the alveolar pneumocytes. Interestingly, the expression
of TMPRSS2 was not significantly different between the upper and lower airways’ epithe-
lia [45,46]. However, the expression gradient of ACE2 and hence the very low frequency
of dual ACE2+/TMPRSS2+ cells in the lower respiratory tract and alveoli likely translates
to the early and greater SARS-CoV-2 replication in the upper airway than in the lower
airway, and thus to the clinical course of the disease [47]. Germane to this scenario is that
the SARS-CoV-2-induced high-IFN inflammatory microenvironment upregulates ACE2
expression without significantly affecting TMPRSS2 expression [45,46,48]. This may poten-
tially increase the frequency of virus-susceptible dual ACE2+/TMPRSS2+ cells in the lower
respiratory tract, although there is significant interhost variability in SARS-CoV-2 disease
severity [45,46]. In fact, the degree of IFN-induced expression of ACE2 correlates with
organ tropism, symptom onset, and severity of the SARS-CoV-2 illness [29,38,45,46,48].

During the early period of the pandemic, it was speculated that there is a notable
upregulation of ACE2 by the potent antihypertensive drugs, ACE inhibitors may have
contributed to the disproportionately increased susceptibility of patients with hyperten-
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sion, heart diseases, and diabetes mellitus who are taking these drugs to SARS-CoV-2
infection and risk of developing a more severe disease. However, several studies have
found no meaningful association between taking these drugs and risk of SARS-CoV-2
infection, disease severity, or mortality due to COVID-19-related illnesses [49–53]. Thus,
the variability of SARS-CoV-2 susceptibility of the airway epithelial cells and disease
course cannot fully be explained by ACE2 and TMPRSS2 expression levels, begging fur-
ther in-depth analysis of the virus–host interactions and identification of major determi-
nants. Indeed, one of the hallmarks of SARS-CoV-2 infection is that the virus hijacks a
number of cellular factors and dampens the host immune response to facilitate its repli-
cation. After cell entry, SARS-CoV-2 compels the host cells to support its replication by
co-opting different cellular factors and machineries. The molecular basis of acute SARS-
CoV-2 infection, virus–host interactions, and immunopathogenesis has been extensively
studied [4,5,21,28–32,34,37,38,43,45–48,54–67] and has led to the development of select
therapeutics (see WHO guideline [68]) and successful vaccines [17,18].

3. COVID-19 Pathogenesis

SARS-CoV-2 is primarily a respiratory virus, and is transmitted by respiratory droplets,
aerosols, and direct/indirect contacts. It can also infect other cell types and has been de-
tected in a wide range of organs and tissues, notably the intestinal epithelium, liver,
kidneys, brain, pancreas, eye, and immune cells [39,61] (Figure 2a). Such broader organ
tropism is dictated by the expression of ACE2. The portal of entry is believed to be the na-
sopharyngeal or conjunctival epithelial cells that express high levels of ACE2 [29,45,57,69].
Although it is not clear whether the virus gains access to the terminal airways and alveoli
by aspiration of the nasopharyngeal content, systemic dissemination, or by progressively
moving distally on the bronchial tree mucosa, some viruses infect the alveolar epithelial
cells and lung tissue-resident macrophages [55,69] (Figure 2b). Unlike SARS and MERS,
the majority of individuals with SARS-CoV-2 remain asymptomatic or develop only mild
symptoms [10,55,70,71] (Figure 3a). This is largely because of the clearance or control of
the infection by the innate immune response effectors and virus-specific T cells without in-
tensified tissue damage [60] (Figure 3b). The major pathophysiological feature and leading
cause of death in COVID-19 patients is acute viral pneumonia characterized by bilateral
ground glass opacities on imaging studies and histopathological features such as diffuse
and organizing alveolar damage, proinflammatory infiltration, microvascular thrombosis,
and persistence of SARS-CoV-2 in the respiratory tract [19,66,72,73].

A subgroup of patients with certain risk factors listed in Table 1 are associated with
severity and increased fatality of COVID-19 [59,74–76]. The proxy for inflammation-
induced multiorgan injuries is the presence of markedly elevated levels of proinflamma-
tory biomarkers such as C-reactive protein (CRP), ferritin, IL-1, and IL-6 [74,77], and as
such an unrestrained host immune response misfires to induce severe immunopatholog-
ical changes, and hence multiorgan failure [19,38,46,55,62,66,69,72,78–84]. Su et al. [79]
carried out an integrated clinical and multi-omics analysis on a large cohort of patients
to understand the role of the hyperinflammatory state on the heterogeneity of severe
COVID-19, and they described a distinct profile of proinflammatory cytokines associated
with a loss of metabolites in severe COVID-19 compared to mild/moderate COVID-19.
Such atypical immunophenotype signatures and stressed proinflammatory environments
in severe SARS-CoV-2 infection were also observed by other research groups [65,78,79].
However, understanding the molecular crosstalk among direct viral cytopathicity, host
immune dysregulation, and SARS-CoV-2-induced hypercoagulable states in SARS-CoV-2
viral sepsis and severe COVID-19 warrants further investigations.
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Figure 2. SARS-CoV-2 tropism, clinical presentation, and pathophysiology of alveolar damage. (a) A wide range of clinical
and laboratory abnormalities can be observed in SARS-CoV-2 infection. In severe COVID-19 cases, the pathophysiology
of the disease involves accelerated viral replication, cytokine storm, hyperinflammatory state, systemic endotheliitis, and
hypercoagulability with secondary organ dysfunction (often pulmonary, cardiovascular, renal, or hepatic). (b) When
SARS-CoV-2 makes it to the lower airway and infects type II pneumocytes (right side), the accelerated replication of the
virus induces host cell death by pyroptosis and release of proinflammatory and damage-associated molecules, further
activating and recruiting proinflammatory immune cells, including neutrophils, lymphocytes, and monocytes to the site of
infection. In a defective or misfiring immune response, there will be an overproduction of proinflammatory and profibrotic
cytokines, resulting in diffuse alveolar damage with fibrin-rich hyaline membrane deposition and loss of the gas exchange
function of the alveoli, and hence development of hypoxic respiratory failure. Furthermore, the resultant cytokine storm
leads to multi-organ damage. However, in a healthy immune response, virus-specific immune cells will be recruited and
eliminate the infected cells before the virus spreads to ultimately minimize the alveolar damage (the left side). AMS denotes
altered mental status, ARDS denotes acute respiratory distress syndrome, AKI denotes acute kidney injury, and ATN
denotes acute tubular necrosis.
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Figure 3. Time course of SARS-CoV-2 infection, clinical spectrum, and immune response. (a) Kinetics of viral load and
clinical spectrum. (b) A schematic representation of immune response following SARS-CoV-2 exposure. The innate immune
response appears shortly after exposure (purple line) accompanied by cytokine storm (purple dashed line), followed by
adaptive immunity development after the first week post-infection. Seroconversion and T cell response occur during the
second week after symptoms onset. While IgM peaks early and decays faster, IgG titers and T cell response detected
around day 10 and their peak and height are likely to be influenced by disease severity and virus load. The level of
antibody protection from reinfection, the duration of the total humoral immune response above this protective threshold
(dashed black horizontal line), and the rate of decline from mild- or severe-infection-induced antibodies is not known for
SARS-CoV-2 during the PASC period.

Table 1. Risk factors for severe COVID-19 and worse outcomes.

Factors 1 References

Male sex [59,74,75]
Advanced age [59,74,75,85]

Chronic respiratory diseases (asthma, COPD, ILD) [75,86]
Major cardiovascular disease (CAD, CHF, CMP) [74,75,85]

Hypertension [74,75,85]
Diabetes mellitus [74,75,85,87]

Obesity (body mass index ≥ 30) [75,88]
Chronic liver disease [75,89]

Chronic kidney disease [75,90]
Cancers [75,91,92]

Immunocompromised state from solid-organ transplantation [75,93]
Immunosuppressive therapies, Rituximab, and JAK inhibitors [94,95]

1 Abbreviations: COPD, chronic obstructive pulmonary disease; ILD, interstitial lung diseases; CAD, coronary
artery disease; CHF, congestive heart failure; CMP, cardiomyopathy; JAK, Janus kinase.

Molecular Pathology in Severe COVID-19

Acute respiratory distress syndrome (ARDS) in severe COVID-19 is characterized by
loss of the epithelial–endothelial barrier integrity, capillary fluid leakage, diffuse alveolar
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damage, hyaline membrane deposition, and unrestricted recruitment of inflammatory
effectors [19,66] (Figure 2b). Although the central role of lung pathologies as manifested by
severe pneumonia and ARDS is the hallmark of severe COVID-19, extrapulmonary patholo-
gies have also been consistently reported [19,96] (Figure 2a). The cytokine storm associated
with severe SARS-CoV-2 infection has ripple effects across the body contributing to the viral
sepsis, multiorgan failure, and even death [97]. SARS-CoV-2 hijacks the cellular machiner-
ies to facilitate its propagation and to induce a hyperinflammatory state [98]. The severity
of SARS-CoV-2 infection is fueled by the dysregulation of the host immune response
primarily by inhibiting type I interferon (IFN) response in acutely infected cells [65,78,83].

This hyperinflammatory state is marked by an accelerated viral replication associ-
ated with greater tissue damage by pyroptosis and coagulopathy, triggering a cascade
of systemic immune response disequilibrium and a shift in the dynamics of host genes
expression [63,78,82,84,96,97]. A recent analysis of the lung proteome showed a unique set
of pathways that are required for SARS-CoV-2 replication in infected cells [96]. The analysis
also identified important virus–host interactions that inhibit the function of host innate
immunity-related genes. As discussed in Figure 1, the translation of nested subgenomic
RNAs of SARS-CoV-2 requires capping, and the cap-recognizing host factor eukaryotic
translation initiation factor 4E (EIF4E) is upregulated selectively in SARS-CoV-2-infected
lung tissue. Furthermore, several genes involved in the antiviral innate immune response
pathways, including the stress granule related factor Ras GTPase-activating protein-binding
protein 1 (G3BP1), the mitochondrial protein translocase of the inner membrane 10 (TIM10),
transcription regulators, ubiquitination pathway components, and the proinflammatory
cytokine receptor interleukin 17 receptor A (IL17RA), were dysregulated in SARS-CoV-2-
infected lungs [64,96].

The virus employs these host factors and pathways either directly or indirectly to
promote its replication, which further facilitates the recruitment of proinflammatory cells
and activation of the profibrotic pathways to incur severe tissue damage. For instance,
Nie et al. [96] conducted an unbiased proteomic atlas using tissues obtained from different
organs (lungs, kidneys, heart, testis, spleen, liver, and thyroid) at autopsy of COVID-19
cases. Of the 11,394 proteins they analyzed, 5336 involved in the host immune response,
coagulation regulation, angiogenesis, and profibrotic processes were significantly perturbed
during acute SARS-CoV-2 infection with an organ-specific niche, suggesting the existence
of crosstalk among multiple organ systems during the exuberant immune response and
accompanying tissue hypoxia, a phenomenon that was also described by others [78].
However, the heterogeneity of the host immune response, immunopathology, and clinical
spectrum of SARS-CoV-2 infections in individuals with comparable viral loads remains
a vexing question. For example, children and young adults with SARS-CoV-2 tend not
to develop severe disease irrespective of viral load [71]. Alternatively, an intriguing
imbalance between virus infectivity and the host immune response was demonstrated
in a twin publication by Casanova and colleagues [76,99]; the authors uncovered over-
representation of individuals with inborn errors in the type I IFN pathway in severe COVID-
19 patients compared to either mild COVID-19 patients or healthy donors [76]. What is
even more startling is that in the accompanying publication, the authors demonstrated
that the presence of anti-type I IFN autoantibodies, presumably virus-induced, is linked
with disease severity [99]. Although severe inflammation with aberrant immune activation
is not unexpected in severe SARS-CoV-2 infection, these discoveries represent important
inroads for future studies.

4. SARS-CoV-2 and Persistent Viral Shedding
4.1. Viral Dynamics and Duration of Infectiousness

Quantitative studies of SARS-CoV-2 viral load [47,59,100–107], dynamics
[47,100,103–106,108], shedding [47,103,106,107], and viable virion isolation [47,103,109–112]
have provided the following understandings into the pathogenesis of COVID-19: (i) the
average incubation period (time from infection to symptom development) for SARS-CoV-2
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is ~5 days (range 2–14 days), which is shorter than that for SARS and MERS [113–116].
(ii) Unlike SARS-CoV and MERS-CoV, SARS-CoV-2 viral load, and kinetics of shedding,
is much higher in the upper than in the lower respiratory tract [101,108]. It is reported
that the positivity rate was in fact higher for lower respiratory tract samples than it was
for the nasopharyngeal swab [117]; however, the authors pointed out that their data
could not be correlated with clinical symptoms or disease course. The demonstration of
a strong concordance between nasopharyngeal swab and bronchoalveolar lavage (BAL)
samples for SARS-CoV-2 RT-PCR test positivity established nasopharyngeal swab as the
cost-effective and least invasive diagnostic method for SARS-CoV-2 [118,119]. (iii) The
quick decline in the viral load in individuals with SARS-CoV-2 makes isolation and other
prevention interventions challenging and less effective [116]. (iv) COVID-19 has a broad
clinical spectrum (mild, moderate, severe, and critical COVID-19), and yet a great majority
of individuals with SARS-CoV-2 are asymptomatic, and are as infectious as the symp-
tomatic ones [116,120–123] (Figure 3a). A new report based on the analytical model and
meta-analysis of select reports suggested that about 50% of new SARS-CoV-2 infections
were contributed by exposure to either asymptomatic or presymptomatic individuals with
SARS-CoV-2 [116]. This further emphasizes that successful control of the pandemic re-
quires multipronged approaches including identification and isolation of asymptomatic
and symptomatic cases, universal wearing of face masks, social distancing, contact tracing,
and widespread use of therapeutics and/or vaccines.

Several studies reported that on average the duration of viral particle shedding
from the upper airway is ~17 days, the lower respiratory tract ~15 days, feces ~13 days,
and blood ~17 days (reviewed in ref. [124]). The longest durations reported to date for
detection of viral RNA were 83 days, 59 days, 126 days, and 60 days in the upper airway,
the lower respiratory tract, feces, and blood, respectively [124,125]. Not surprisingly,
SARS-CoV and MERS-CoV RNA were also detected from different samples such as upper
respiratory tract, lower respiratory tract, serum, and stool weeks to months after recovery
from the acute illness [126–132]. Despite prolonged detection of viral RNA, viable virus
isolation was successful only in the first 8 days after symptom onset and the success of
isolation of viable virions from respiratory samples directly correlates with the initial viral
load [47,110,111,133] (Figure 3a). Because of the precipitous decline in viral load after
the second week post-infection, transmission of SARS-CoV-2 was infrequent after the
first 10 days of illness. Even though viral RNA was detected after a prolonged period in
the blood samples, no replication-competent virus was isolated from PCR-positive blood
samples [33], viable virus was isolated from fecal samples [134]. Nonetheless, fecal–oral
route transmission of SARS-CoV-2 is yet to be demonstrated.

4.2. The Relevance of Prolonged SARS-CoV-2 Viral Shedding
4.2.1. Role of SARS-CoV-2 Organotropism and Immune Privilege in Viral Persistence

Viruses are highly sophisticated molecular machines that can undergo intra-host
evolution to develop effective strategies to overcome host immunity and establish chronic
infection by replicating continuously, establishing latent reservoir, or integrating into the
host cell genome. If the immune system cannot eliminate the virus, the chronic immune
activation and/or the cytopathic effect of the virus will continue until the infection resolves
or kills the host. Certain viruses chronically persist by establishing metastable virus–
host immune response interaction equilibrium. For example, viruses such as the human
immunodeficiency virus (HIV), hepatitis B virus (HBV), and hepatitis C virus (HCV)
compel the host cell to persist in latent state and evade the host antiviral immunity [135].
Other viruses like Ebola virus taught us that persistence in immune-privileged sites can also
lead to transmission to a new host via an unexpected and different route [136]. Whether
SARS-CoV-2 can establish chronic infection or persist in immune-privileged anatomic
sanctuary sites remains to be demonstrated.

SARS-CoV-2 infection is associated with accelerated replication and high viral load
during the acute phase, which is followed by a rapid decline after the first week [47]. In
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some instances, the peak of the viral titer in the respiratory tract occurs during the presymp-
tomatic period [137]. Interestingly, analysis of autopsy samples from severe COVID-19
patients revealed that viral RNA can be detected until the time of death, suggesting that
prolonged shedding of virus may indicate a grave outcome [85]. SARS-CoV-2 nucleic
acids persistence during convalescence and the risk of infectiousness remain controversial.
The lingering detection of SARS-CoV-2 RNA in different clinical specimens of convales-
cent patients could be due to slow replication, reactivation of latent virus, or residual
nonreplicating genetic material; however, it needs to be systematically explored to defini-
tively determine its relevance. Uncovering the transition of the disequilibrium among
the exuberant antiviral immune response, rapid SARS-CoV-2 replication during the acute
phase, and severe immunopathology to reset the virus–host interaction and establish per-
sistent infection, if any, will be an interesting avenue of basic science and clinical research
(Figure 4).

Figure 4. Outcomes of SARS-CoV-2 infection. During the acute infection, the host and the virus compete for dominance to
tip the balance in their favor, resulting in different outcomes as indicated in the highlighted boxes. If the host strategies
prevail to achieve complete recovery, the virus will be cleared. Another outcome that is poorly understood and yet getting
traction is the multisystemic sequelae of SARS-CoV-2 infection called PASC. On the other hand, if the virus wins the battle,
a variety of outcomes are expected, as indicated in the illustration. Viral persistence in a minority of patients, particularly in
immunocompromised patients, has now been well documented; however, the underlying mechanism is unknown. There
is a possibility of establishing metastable equilibrium between the host and SARS-CoV-2 to facilitate persistence and/or
chronic infection.
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Viruses infect specific cell types and persist with little to no viral gene expression by
sabotaging the cellular gene expression machineries to subvert sterilizing immunity. They
can also establish persistent infection in immune-privileged tissues and evade constant
immune surveillance. The respiratory tract epithelial cells and alveolar macrophages are
the primary targets for SARS-CoV-2 replication. However, the cellular and organ tropism
of SARS-CoV-2 is expanding [39,61], and whether some of these SARS-CoV-2-targeted
immune-privileged sites can serve as sites of viral persistence remains an area of future
investigation.

4.2.2. Mechanism of SARS-CoV-2 Evasion and Subversion of Host Immunity

SARS-CoV-2 has a limited array of genes with approximately 14 open reading frames
to encode 29 different proteins [138] (Figure 1b). Gordon et al. [138] mapped the SARS-
CoV-2 interactome and uncovered the role of most of the viral proteins, which manipulate
the host cell biological processes and factors. Some exhibit specialized and niche-specific
roles to evade or subvert the immune response. For instance, Nsp9, Nsp13, Nsp15, Orf3a,
Orf9b, and Orf9c were identified to interfere with the IFN pathway and proinflammatory
cytokine expressions; others disrupt the adaptive immune response, gene expression
and protein translation machineries [138]. Another large-scale multilevel study showed
that SARS-CoV-2 disrupts different cellular functions, including transcriptome, proteome,
ubiquitinome, and phosphoproteome [139]. Identifying and targeting the vulnerability
hotspots of SARS-CoV-2 and mechanisms of immune evasion are promising research areas
for further research and development of antiviral agents.

4.2.3. Viral Persistence in Immunocompetent Hosts

Although understanding the kinetics and dynamics of viral shedding in relation
to infectivity is critical in implementing infection prevention and control strategies, it
has been a futile endeavor to demonstrate a correlation between prolonged detection of
viral RNA and isolation of viable virus from clinical samples [47,111,140]. A recent meta-
analysis identified a correlation between prolonged SARS-CoV-2 shedding as determined
by RT-PCR and the increased risk of developing severe disease [141]. When the authors
stratified the pooled median duration of respiratory RNA shedding by disease severity,
they found that the median duration of nasopharyngeal viral RNA shedding was 19.8 days
among severely ill patients and was 17.2 days in mild-to-moderate COVID-19 cases [141].
To define the SARS-CoV-2 transmission window, Sai et al. [142] carried out a COVID-19
pathogenesis and transmissibility study using a hamster SARS-CoV-2 infection model
and found a strong correlation between transmission and isolation of viable virus in
cell cultures. Interestingly, they found no correlation between prolonged detection of
viral RNA from the nasopharyngeal swab and transmissibility, further corroborating that
infectivity declines precipitously and prolonged detection of viral RNA does not necessarily
mean that the individual is infectious. The authors also demonstrated the existence of an
inverse correlation between infectiousness and development of neutralizing antibodies, an
observation corroborated by others in recovered COVID-19 patients [143] as well as in a
nonhuman primate model [144,145]. The median duration of infectiousness of the wild-
type strain was determined to be approximately 8 days post onset of symptoms [47,111,143],
and using probit analysis, van Kampen et al. [143] showed that the probability of detecting
viable virus from respiratory specimens is ≤5% when the duration of symptoms is more
than two weeks. To this end, there is only one report of successfully isolated infectious
virus from the nasopharyngeal swab 18 days after symptoms onset [140], confirming that
infectiousness drops dramatically after the second week. It appears that detection of
subgenomic viral RNA is a poor predictor of infectiousness and often outlasts the detection
of replication-competent virus, and the prolonged detection of viral RNA could be due to
the suboptimal immunological clearance of SARS-CoV-2 infection [47,111,146].

High SARS-CoV-2 viral load, duration of symptoms less than 7 days, absence of
neutralizing antibodies, and host immunocompromization were proposed as potential
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predictors of prolonged shedding of infectious virus from respiratory tract. However,
only high viral load >7 Log10 RNA copies/mL in respiratory samples and absence of
SARS-CoV-2-neutralizing antibodies were found to be independent predictors of infec-
tiousness [47,111,143]. These studies were based on data gathered from hospitalized severe
COVID-19 patients. Knowing that the great majority of individuals with SARS-CoV-2 are
either asymptomatic or exhibit only mild disease symptoms, a proper and evidence-driven
public health risk stratification and intervention cannot be employed using these reports
only. To address this issue, in a recent retrospective analysis using data of nonhospitalized
patients from 282 transmission clusters, Marks et al. [147] confirmed that high viral load is
indeed a major predictor of infectiousness of index cases. The author further suggested
that, irrespective of the clinical spectrum of COVID-19, determination of viral load and
reinforcement of contact tracing and quarantine policy will remain crucial in devising
and revising the pandemic control policies. It is also important to understand why some,
but not all, COVID-19 patients continue to shed viral particles for a prolonged period, as
cost-effective stratification and intervention strategies are the cornerstone of our public
health effort in controlling the pandemic.

4.2.4. Viral Persistence in Immunocompromised Hosts

A recent analysis of the literature on the outcomes of SARS-CoV-2 infection in indi-
viduals with a wide range of conditions found that lung and hematologic malignancies,
solid-organ transplantation, and primary immunodeficiencies put the patient at higher
risk for (i) nosocomial acquisition of SARS-CoV-2, (ii) development of severe COVID-19,
and (iii) COVID-19-related death compared with immunocompetent individuals [148]. On
the other hand, those on biologics and immunosuppressive therapy appear to not be at
increased risk of developing severe COVID-19 [92,148,149], an evidence further supporting
the role of unrestrained immunity in disease severity and the potential role of inflamma-
tion modulators in treating COVID-19, including steroids [150]. In sub-Saharan Africa
where the burden of another viral illness, HIV/AIDS, is paramount, the concern was if
HIV-SARS-CoV-2 co-infection results in greater severity and higher mortality of COVID-19.
In fact, a few large-scale retrospective analyses indicated that people living with HIV are
at higher risk of developing and dying from severe COVID-19 [151–153]. Whether this
holds true, it is important to carry out studies by comparing controlled versus uncontrolled
HIV infection and by analyzing the role of other comorbidities, which are likely to bias
the outcome of any meaningful interactions between the two pathogens in co-infected
individuals [154,155].

Bridging these knowledge gaps will allow us to understand the pathophysiology of
SARS-CoV-2 infection in immunocompromised individuals and develop patient-tailored
interventions. Furthermore, this allows us to explore the interplay between preexisting
immunosuppression and SARS-CoV-2 infection, with an emphasis on COVID-19 clinical
course and outcome, identification of atypical manifestations, and the effect of immuno-
suppressants on SARS-CoV-2 replication in this special group of at-risk population. The
few case reports suggest that there is a high likelihood of viral persistence, reactivation, or
re-infection in immunocompromised patients, which also warrants further exploring.

As discussed above, prolonged shedding and recurrent detection of viral RNA by RT-
PCR from the clinical samples of asymptomatic patients with SARS-CoV-2 as well as from
symptomatic patients have been well documented. However, there is very little success
in isolating infectious virus after 1–2 weeks of symptom onset in immunocompetent
patients [124]. Interestingly, there are several case reports demonstrating isolation of
infectious viral particles from immunocompromised patients for weeks to months. Some of
them presented with relapse of the symptoms [156–161]. Others required multiple courses
of treatment with remdesivir [162], and ultimately succeeded to clear the virus [156,159,161].
The longest duration reported so far to isolate viable virus from nasopharyngeal swab was
~8 months, which was from a non-Hodgkin’s lymphoma patient [161]. One can speculate
that the selective pressure in an immunocompromised patient is likely to be different from
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that in immunocompetent individuals. However, it is difficult to extrapolate and generalize
based on the few case reports discussed here on SARS-CoV-2 persistence and prolonged
shedding of infectious virus, for the following reasons: (i) the phylogenetic analyses of
these limited case reports were not carefully designed to explore factors that influence the
risk of SARS-CoV-2 persistence or reinfection; (ii) these case reports involve an atypical
disease course of SARS-CoV-2 infections since the majority of infections are classically
acute in nature, arguing against the establishment of sustained infections and thus limiting
generalization based on the reported intra-host viral genetic diversity in these cases; (iii) the
rate of SARS-CoV-2 evolution is slow [163], an extra Achilles heel to the diversification
of SARS-CoV-2 viral quasispecies. However, because the SARS-CoV-2 pandemic is a
widespread infection, it is possible that the host immune pressure could shape SARS-CoV-
2 evolution by contributing to genetic diversity and selection, and thus contributing to
phenotypic changes and establishment of chronic infections. This dimension of SARS-
CoV-2 infection warrants large-scale studies designed to understand the underpinning
mechanism by defining temporospatial resolution of SARS-CoV-2 persistence to help
develop potential patient-tailored therapeutics and preventive strategies. In light of the
accumulating and emerging evidence on the effect of the new SARS-CoV-2 variants on
efficacy of vaccines, their transmissibility, and severity of the disease [164], it would be
also interesting to investigate the relationship between intra-host viral evolution and the
mechanism of immune evasion in different patient groups in the context of viral persistence,
infectiousness, and reinfection.

5. SARS-CoV-2 Reinfection

SARS-CoV-2 reinfection is rare, but there are a few case reports of reinfection that were
confirmed by whole-genome sequencing and phylogenetic analysis [165–173]. It is also
important to note that these reports are likely to represent a small fraction of reinfections.
The corollary of pathogen invasion is that the host attempts to control the primary infection
and generates protective immune memory to combat future re-emergence/reinfection,
the basis of vaccination strategies. Likewise, we expect that the majority of individuals
who recovered from primary SARS-CoV-2 infection developed protective B cell and T cell
immunity, even if the longevity of protective immune memory is unclear [174]. Indeed,
Lumley et al. [174] analyzed longitudinal cohort data to determine the incidence of SARS-
CoV-2 reinfection in healthcare workers, and they were able to uncover the relationship
between seropositivity during primary infection and incidence of reinfection over a six-
month period of follow up during convalescence. The authors found a strong inverse
association between the presence of high anti-spike IgG titer and reinfection, reinforcing
the observations in earlier reports by other researchers [144,145,175,176]. Irrespective of
the detection of subgenomic viral RNA in the nasopharyngeal swab in select patients and
animal models, the presence of an anamnestic immune response after primary infection
provides potent protection against symptomatic SARS-CoV-2 reinfection [177]; a critical
insight into the durability of immunotherapies and vaccine protection as well as the timing
of booster doses.

The heterogeneity of the COVID-19 clinical spectrum and host antiviral immune
responses coupled with the intrinsic viral evasion mechanism(s) highlight the need to iden-
tify factors that predict not only disease severity but also factors that drive the generation
of new viral variants. SARS-CoV-2 continues to spread, and the effects of evolutionary
pressure are revealing viral adaptation and escape variants, which are highly infectious and
potentially more fatal. Some of the emerging mutants are summarized here [178]. As new
variants continue to emerge with mutations in the S protein, the growing concern will be
their gain-of-function to evade protective immunity afforded by the currently available vac-
cines and leading to a widespread reinfection. Harrington et al. [179] reported the first case
of reinfection by one of the most virulent variants, VOC-202012/01, after approximately
8 months post-primary infection, causing severe COVID-19 during his second infection.
Moreover, the recent phase 1b/2 trial that was conducted in South Africa assessed the
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efficacy of the AstraZeneca ChAdOx1 nCoV-19 vaccine (AZD1222) against the original
D614G and the B.1.351 variants (see Table 2), and the vaccine did not protect against the
B.1.351 variant infection, suggesting that reinfection by emerging variants is conceivable in
immune individuals [180]. The number of new SARS-CoV-2 variants is expanding, and the
variants listed in Table 2 are of significant public health consequences in regard to their
potential impact on reinfection rate, the efficacy of currently available vaccines, and the
design of newer versions of vaccine, if needed, in the future.

Table 2. Emergent SARS-CoV-2 variants of high consequence.

Name of Variants
(Pangolin Lineage 1) Key S Protein Substitutions Origin References

Current dominant variant D614G 2 Europe [181]

B.1.1.7 ∆69/70, ∆144Y, N501Y A570D,
P681H UK [182]

B.1.351 K417N, E484K, N501Y South Africa [183,184]
B.1.427/B.1.429 S13I, W152C, L452R USA (California) [185]

B.1.526 T95I, D253G, E484K USA (New York) [186]
P.1 K417T, E484K, N501Y Japan, Brazil [187,188]

1 SARS-CoV-2 Pangolin lineages nomenclature was proposed by Rambaut et al. [189]; 2 One of the first mutations
identified, which since April 2020 has become the dominant variant. All the other variants listed in the Table share
the D614G mutation, which is believed to help them spread more quickly than viruses without this mutation [181].

As these and other reports of reinfection surface, understanding and integrating the
correlates of protective immunity and intra-host evolution as determined by genomic
surveillance need further studies to document and help control the pandemic both at
local and global levels. Robust data on the duration of protective immunity and viral
shedding, the implication of reinfection and infectiousness of the new variants, the role of
antibody-dependent enhancement with the new variants in the setting of prior vaccination,
and the efficacy of the currently available vaccines against the emerging SARS-CoV-2
variants are all crucial for informed decision-making and policy revision. Because of the
dynamic nature of the SARS-CoV-2 spread, the expansion of the ongoing population-based
genomic surveillance initiatives in various countries will be beneficial since reinfection
and reintroduction will accelerate the molecular clock of the emergence of more virulent
and/or resistant variants worldwide, which could potentially affect the efficacy of the
current effective vaccines developed using the wild-type strain.

6. The Post-Acute Sequalae of SARS-CoV-2 Infection (PASC)

The SARS-CoV-2/COVID-19 pandemic has rapidly engulfed the world with nearly
120 million confirmed infections and over 2.6 million associated fatalities as of 15 March
2021 [1]. Compelling evidence is amassing and we are now beginning to understand the
aftermath of SARS-CoV-2 infection referred to as “Long COVID”, which is experienced
by ~10% of SARS-CoV-2 infection survivors [190,191]. Although there is no consensus on
the definition of “Long COVID”, most of the reports defined the syndrome as a cluster
of symptoms that persisted for more than 4 weeks following a confirmed or suspected
SARS-CoV-2 infection [191]; others used 2 months as a clinical cut off to define “Long
COVID” [192,193].

Recently, the NIH renamed “Long COVID’ as post-acute sequalae of SARS-CoV-2
infection (PASC) and launched a comprehensive research initiative to understand the
sequalae of SARS-CoV-2 infection [194] (Figure 3). PASC is a syndrome in COVID-19
survivors that present with a plethora of symptoms, including cough, dyspnea, fatigue,
myalgia, dysautonomia manifested as postural orthostatic tachycardia syndrome, gastroin-
testinal symptoms, dermatological, or neurological symptoms [191–193,195]; symptoms
should either persist beyond 4 weeks after their onset or newly develop as sequelae of
COVID-19. To this end, the NIH multipronged initiative on PASC is the first of its kind,
which will hopefully provide critical data on the natural history of PASC at a popula-
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tion level and will shed light on the potential long-term interventions to be employed in
managing COVID-19 survivors.

Long-term complications are not unexpected given the broader organotropism of
SARS-CoV-2 and severity of the tissue injuries [61]. However, the pathophysiology and
natural course of PASC is unclear, meriting further studies. Some potential mechanisms
may include (i) the cytokine storm, (ii) the immune misfiring and virus-triggered autoim-
munity, (iii) the overwhelming systemic endotheliitis resulting in chronic microangiopathy
and thromboembolic events, (iv) persistent viral RNA shedding triggering chronic im-
mune activation, and (v) finally, the possible role of viral persistence, reinfection, and
reintroduction of new variants [192,196]. All of these may contribute to PASC pathogenesis
either individually or in combination. Therefore, it is vital to recognize the magnitude,
complexities, and heterogeneities of COVID-19 illnesses and to continue to support better
research to develop long-term multidisciplinary care and rehabilitation for COVID-19
patients during convalescence.

7. Conclusions

The unprecedented nature of the COVID-19 pandemic has demanded an urgent and
unmatched productivity by all stakeholders, and the scientific community has met the call
with a historic proficiency to develop effective vaccines in less than one year. SARS-CoV-2
is the third outbreak in the last two decades, and it exhibits some differences compared to
its predecessors SARS-CoV and MERS-CoV. This review summarizes the rapidly evolving
important discoveries on SARS-CoV-2 with an emphasis on the mechanism and relevance of
viral persistence and PASC. We also highlight potential areas of research on viral persistence
and PASC. Addressing these issues will provide a robust framework to fulfill the unmet
needs in our efforts to control this pandemic and enable readiness for any future pandemics.

Author Contributions: B.A.D. prepared the manuscript. All authors (B.A.D., Y.Y.R., H.M.A., P.H.,
S.T., and K.S.W.) have contributed to the manuscript. All authors have read and agreed to the
published version of the manuscript.

Funding: This work was supported by the Department of Internal Medicine, Joan C. Edwards School
of Medicine, Marshall University, Huntington, WV 25701, USA.

Acknowledgments: The funders had no role in study design, data collection and analysis, decision to
publish, or preparation of the manuscript. All the figures were created with BioRender.com (accessed
on 8 January 2021).

Conflicts of Interest: The authors declare no conflict of interest.

References
1. WHO. Coronavirus Disease (COVID-19) Pandemic. Available online: https://www.who.int/emergencies/diseases/novel-

coronavirus-2019 (accessed on 19 April 2021).
2. Coronaviridae Study Group of the International Committee on Taxonomy of Viruses. The species Severe acute respiratory

syndrome-related coronavirus: Classifying 2019-nCoV and naming it SARS-CoV-2. Nat. Microbiol. 2020, 5, 536–544. [CrossRef]
3. Zhou, P.; Yang, X.L.; Wang, X.G.; Hu, B.; Zhang, L.; Zhang, W.; Si, H.R.; Zhu, Y.; Li, B.; Huang, C.L.; et al. A pneumonia outbreak

associated with a new coronavirus of probable bat origin. Nature 2020, 579, 270–273. [CrossRef]
4. Zhu, N.; Zhang, D.; Wang, W.; Li, X.; Yang, B.; Song, J.; Zhao, X.; Huang, B.; Shi, W.; Lu, R.; et al. A Novel Coronavirus from

Patients with Pneumonia in China, 2019. N. Engl. J. Med. 2020, 382, 727–733. [CrossRef]
5. Wu, F.; Zhao, S.; Yu, B.; Chen, Y.M.; Wang, W.; Song, Z.G.; Hu, Y.; Tao, Z.W.; Tian, J.H.; Pei, Y.Y.; et al. A new coronavirus

associated with human respiratory disease in China. Nature 2020, 579, 265–269. [CrossRef] [PubMed]
6. Lu, R.; Zhao, X.; Li, J.; Niu, P.; Yang, B.; Wu, H.; Wang, W.; Song, H.; Huang, B.; Zhu, N.; et al. Genomic characterisation and

epidemiology of 2019 novel coronavirus: Implications for virus origins and receptor binding. Lancet 2020, 395, 565–574. [CrossRef]
7. Peiris, J.S.; Lai, S.T.; Poon, L.L.; Guan, Y.; Yam, L.Y.; Lim, W.; Nicholls, J.; Yee, W.K.; Yan, W.W.; Cheung, M.T.; et al. Coronavirus as

a possible cause of severe acute respiratory syndrome. Lancet 2003, 361, 1319–1325. [CrossRef]
8. Wu, A.; Peng, Y.; Huang, B.; Ding, X.; Wang, X.; Niu, P.; Meng, J.; Zhu, Z.; Zhang, Z.; Wang, J.; et al. Genome Composition and

Divergence of the Novel Coronavirus (2019-nCoV) Originating in China. Cell Host Microbe 2020, 27, 325–328. [CrossRef]
9. Andersen, K.G.; Rambaut, A.; Lipkin, W.I.; Holmes, E.C.; Garry, R.F. The proximal origin of SARS-CoV-2. Nat. Med. 2020, 26,

450–452. [CrossRef] [PubMed]

BioRender.com
https://www.who.int/emergencies/diseases/novel-coronavirus-2019
https://www.who.int/emergencies/diseases/novel-coronavirus-2019
http://doi.org/10.1038/s41564-020-0695-z
http://doi.org/10.1038/s41586-020-2012-7
http://doi.org/10.1056/NEJMoa2001017
http://doi.org/10.1038/s41586-020-2008-3
http://www.ncbi.nlm.nih.gov/pubmed/32015508
http://doi.org/10.1016/S0140-6736(20)30251-8
http://doi.org/10.1016/S0140-6736(03)13077-2
http://doi.org/10.1016/j.chom.2020.02.001
http://doi.org/10.1038/s41591-020-0820-9
http://www.ncbi.nlm.nih.gov/pubmed/32284615


Viruses 2021, 13, 1025 16 of 23

10. Petersen, E.; Koopmans, M.; Go, U.; Hamer, D.H.; Petrosillo, N.; Castelli, F.; Storgaard, M.; Al Khalili, S.; Simonsen, L. Comparing
SARS-CoV-2 with SARS-CoV and influenza pandemics. Lancet Infect. Dis. 2020, 20, e238–e244. [CrossRef]

11. Wilson, N.; Kvalsvig, A.; Barnard, L.T.; Baker, M.G. Case-Fatality Risk Estimates for COVID-19 Calculated by Using a Lag Time
for Fatality. Emerg. Infect. Dis. 2020, 26, 1339–1441. [CrossRef]

12. Alfaraj, S.H.; Al-Tawfiq, J.A.; Assiri, A.Y.; Alzahrani, N.A.; Alanazi, A.A.; Memish, Z.A. Clinical predictors of mortality of
Middle East Respiratory Syndrome Coronavirus (MERS-CoV) infection: A cohort study. Travel. Med. Infect. Dis. 2019, 29, 48–50.
[CrossRef]

13. Su, S.; Wong, G.; Shi, W.; Liu, J.; Lai, A.C.K.; Zhou, J.; Liu, W.; Bi, Y.; Gao, G.F. Epidemiology, Genetic Recombination, and
Pathogenesis of Coronaviruses. Trends Microbiol. 2016, 24, 490–502. [CrossRef] [PubMed]

14. Corman, V.M.; Landt, O.; Kaiser, M.; Molenkamp, R.; Meijer, A.; Chu, D.K.; Bleicker, T.; Brunink, S.; Schneider, J.; Schmidt,
M.L.; et al. Detection of 2019 novel coronavirus (2019-nCoV) by real-time RT-PCR. Eur. Surveill. 2020, 25. [CrossRef] [PubMed]

15. Weissleder, R.; Lee, H.; Ko, J.; Pittet, M.J. COVID-19 diagnostics in context. Sci. Transl. Med. 2020, 12. [CrossRef]
16. Kilic, T.; Weissleder, R.; Lee, H. Molecular and Immunological Diagnostic Tests of COVID-19: Current Status and Challenges.

iScience 2020, 23, 101406. [CrossRef] [PubMed]
17. WHO. Interim Recommendations for Use of the Pfizer–BioNTech COVID-19 Vaccine, BNT162b2, under Emergency Use Listing.

2021. Available online: https://www.who.int/publications/i/item/WHO-2019-nCoV-vaccines-SAGE_recommendation-BNT1
62b2-2021.1. (accessed on 8 January 2021).

18. CDC. Information about the Moderna COVID-19 Vaccine. 2021. Available online: https://www.cdc.gov/coronavirus/2019
-ncov/vaccines/different-vaccines/Moderna.html (accessed on 8 January 2021).

19. Bradley, B.T.; Maioli, H.; Johnston, R.; Chaudhry, I.; Fink, S.L.; Xu, H.; Najafian, B.; Deutsch, G.; Lacy, J.M.; Williams, T.; et al.
Histopathology and ultrastructural findings of fatal COVID-19 infections in Washington State: A case series. Lancet 2020, 396,
320–332. [CrossRef]

20. Neuman, B.W.; Adair, B.D.; Yoshioka, C.; Quispe, J.D.; Orca, G.; Kuhn, P.; Milligan, R.A.; Yeager, M.; Buchmeier, M.J. Supramolec-
ular architecture of severe acute respiratory syndrome coronavirus revealed by electron cryomicroscopy. J. Virol. 2006, 80,
7918–7928. [CrossRef]

21. Wrapp, D.; Wang, N.; Corbett, K.S.; Goldsmith, J.A.; Hsieh, C.L.; Abiona, O.; Graham, B.S.; McLellan, J.S. Cryo-EM structure of
the 2019-nCoV spike in the prefusion conformation. Science 2020, 367, 1260–1263. [CrossRef]

22. Wan, Y.; Shang, J.; Graham, R.; Baric, R.S.; Li, F. Receptor Recognition by the Novel Coronavirus from Wuhan: An Analysis Based
on Decade-Long Structural Studies of SARS Coronavirus. J. Virol. 2020, 94. [CrossRef]

23. Lam, T.T.Y.; Jia, N.; Zhang, Y.W.; Shum, M.H.H.; Jiang, J.F.; Zhu, H.C.; Tong, Y.G.; Shi, Y.X.; Ni, X.B.; Liao, Y.S.; et al. Identifying
SARS-CoV-2-related coronaviruses in Malayan pangolins. Nature 2020, 583, 282–285. [CrossRef] [PubMed]

24. Guo, H.; Hu, B.J.; Yang, X.L.; Zeng, L.P.; Li, B.; Ouyang, S.; Shi, Z.L. Evolutionary Arms Race between Virus and Host Drives
Genetic Diversity in Bat Severe Acute Respiratory Syndrome-Related Coronavirus Spike Genes. J. Virol. 2020, 94. [CrossRef]
[PubMed]

25. Zhong, N.S.; Zheng, B.J.; Li, Y.M.; Poon, L.L.M.; Xie, Z.H.; Chan, K.H.; Li, P.H.; Tan, S.Y.; Chang, Q.; Xie, J.P.; et al. Epidemiology
and cause of severe acute respiratory syndrome (SARS) in Guangdong, People’s Republic of China, in February, 2003. Lancet
2003, 362, 1353–1358. [CrossRef]

26. Zaki, A.M.; van Boheemen, S.; Bestebroer, T.M.; Osterhaus, A.D.; Fouchier, R.A. Isolation of a novel coronavirus from a man with
pneumonia in Saudi Arabia. N. Engl. J. Med. 2012, 367, 1814–1820. [CrossRef]

27. McAloose, D.; Laverack, M.; Wang, L.; Killian, M.L.; Caserta, L.C.; Yuan, F.; Mitchell, P.K.; Queen, K.; Mauldin, M.R.; Cronk, B.D.;
et al. From People to Panthera: Natural SARS-CoV-2 Infection in Tigers and Lions at the Bronx Zoo. mBio 2020, 11. [CrossRef]
[PubMed]

28. Hoffmann, M.; Kleine-Weber, H.; Schroeder, S.; Kruger, N.; Herrler, T.; Erichsen, S.; Schiergens, T.S.; Herrler, G.; Wu, N.H.; Nitsche,
A.; et al. SARS-CoV-2 Cell Entry Depends on ACE2 and TMPRSS2 and Is Blocked by a Clinically Proven Protease Inhibitor. Cell
2020, 181, 271–280.e278. [CrossRef]

29. Sungnak, W.; Huang, N.; Becavin, C.; Berg, M.; Queen, R.; Litvinukova, M.; Talavera-Lopez, C.; Maatz, H.; Reichart, D.;
Sampaziotis, F.; et al. SARS-CoV-2 entry factors are highly expressed in nasal epithelial cells together with innate immune genes.
Nat. Med. 2020, 26, 681–687. [CrossRef]

30. Yan, R.; Zhang, Y.; Li, Y.; Xia, L.; Guo, Y.; Zhou, Q. Structural basis for the recognition of SARS-CoV-2 by full-length human ACE2.
Science 2020, 367, 1444–1448. [CrossRef]

31. Shang, J.; Ye, G.; Shi, K.; Wan, Y.; Luo, C.; Aihara, H.; Geng, Q.; Auerbach, A.; Li, F. Structural basis of receptor recognition by
SARS-CoV-2. Nature 2020, 581, 221–224. [CrossRef]

32. Clausen, T.M.; Sandoval, D.R.; Spliid, C.B.; Pihl, J.; Perrett, H.R.; Painter, C.D.; Narayanan, A.; Majowicz, S.A.; Kwong, E.M.;
McVicar, R.N.; et al. SARS-CoV-2 Infection Depends on Cellular Heparan Sulfate and ACE2. Cell 2020, 183, 1043–1057.e1015.
[CrossRef] [PubMed]

33. Andersson, M.I.; Arancibia-Carcamo, C.V.; Auckland, K.; Baillie, J.K.; Barnes, E.; Beneke, T.; Bibi, S.; Brooks, T.; Carroll, M.; Crook,
D.; et al. SARS-CoV-2 RNA detected in blood products from patients with COVID-19 is not associated with infectious virus.
Wellcome Open Res. 2020, 5, 181. [CrossRef]

http://doi.org/10.1016/S1473-3099(20)30484-9
http://doi.org/10.3201/eid2606.200320
http://doi.org/10.1016/j.tmaid.2019.03.004
http://doi.org/10.1016/j.tim.2016.03.003
http://www.ncbi.nlm.nih.gov/pubmed/27012512
http://doi.org/10.2807/1560-7917.ES.2020.25.3.2000045
http://www.ncbi.nlm.nih.gov/pubmed/31992387
http://doi.org/10.1126/scitranslmed.abc1931
http://doi.org/10.1016/j.isci.2020.101406
http://www.ncbi.nlm.nih.gov/pubmed/32771976
https://www.who.int/publications/i/item/WHO-2019-nCoV-vaccines-SAGE_recommendation-BNT162b2-2021.1.
https://www.who.int/publications/i/item/WHO-2019-nCoV-vaccines-SAGE_recommendation-BNT162b2-2021.1.
https://www.cdc.gov/coronavirus/2019-ncov/vaccines/different-vaccines/Moderna.html
https://www.cdc.gov/coronavirus/2019-ncov/vaccines/different-vaccines/Moderna.html
http://doi.org/10.1016/S0140-6736(20)31305-2
http://doi.org/10.1128/JVI.00645-06
http://doi.org/10.1126/science.abb2507
http://doi.org/10.1128/JVI.00127-20
http://doi.org/10.1038/s41586-020-2169-0
http://www.ncbi.nlm.nih.gov/pubmed/32218527
http://doi.org/10.1128/JVI.00902-20
http://www.ncbi.nlm.nih.gov/pubmed/32699095
http://doi.org/10.1016/S0140-6736(03)14630-2
http://doi.org/10.1056/NEJMoa1211721
http://doi.org/10.1128/mBio.02220-20
http://www.ncbi.nlm.nih.gov/pubmed/33051368
http://doi.org/10.1016/j.cell.2020.02.052
http://doi.org/10.1038/s41591-020-0868-6
http://doi.org/10.1126/science.abb2762
http://doi.org/10.1038/s41586-020-2179-y
http://doi.org/10.1016/j.cell.2020.09.033
http://www.ncbi.nlm.nih.gov/pubmed/32970989
http://doi.org/10.12688/wellcomeopenres.16002.2


Viruses 2021, 13, 1025 17 of 23

34. Zhao, Y.; Zhao, Z.; Wang, Y.; Zhou, Y.; Ma, Y.; Zuo, W. Single-Cell RNA Expression Profiling of ACE2, the Receptor of SARS-CoV-2.
Am. J. Respir. Crit. Care Med. 2020, 202, 756–759. [CrossRef] [PubMed]

35. Donoghue, M.; Hsieh, F.; Baronas, E.; Godbout, K.; Gosselin, M.; Stagliano, N.; Donovan, M.; Woolf, B.; Robison, K.; Jeyaseelan,
R.; et al. A novel angiotensin-converting enzyme-related carboxypeptidase (ACE2) converts angiotensin I to angiotensin 1–9.
Circ. Res. 2000, 87, E1–E9. [CrossRef]

36. Boehm, M.; Nabel, E.G. Angiotensin-converting enzyme 2—A new cardiac regulator. N. Engl. J. Med. 2002, 347, 1795–1797.
[CrossRef] [PubMed]

37. Li, M.Y.; Li, L.; Zhang, Y.; Wang, X.S. Expression of the SARS-CoV-2 cell receptor gene ACE2 in a wide variety of human tissues.
Infect. Dis. Poverty 2020, 9, 45. [CrossRef] [PubMed]

38. Qi, F.; Qian, S.; Zhang, S.; Zhang, Z. Single cell RNA sequencing of 13 human tissues identify cell types and receptors of human
coronaviruses. Biochem. Biophys. Res. Commun. 2020, 526, 135–140. [CrossRef] [PubMed]

39. Song, E.; Zhang, C.; Israelow, B.; Lu-Culligan, A.; Prado, A.V.; Skriabine, S.; Lu, P.; Weizman, O.E.; Liu, F.; Dai, Y.; et al.
Neuroinvasion of SARS-CoV-2 in human and mouse brain. J. Exp. Med. 2021, 218. [CrossRef]

40. Li, F. Receptor recognition mechanisms of coronaviruses: A decade of structural studies. J. Virol. 2015, 89, 1954–1964. [CrossRef]
[PubMed]

41. 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. Front. Med. 2020, 14, 185–192. [CrossRef] [PubMed]

42. Heurich, A.; Hofmann-Winkler, H.; Gierer, S.; Liepold, T.; Jahn, O.; Pohlmann, S. TMPRSS2 and ADAM17 cleave ACE2
differentially and only proteolysis by TMPRSS2 augments entry driven by the severe acute respiratory syndrome coronavirus
spike protein. J. Virol. 2014, 88, 1293–1307. [CrossRef]

43. Aguiar, J.A.; Tremblay, B.J.; Mansfield, M.J.; Woody, O.; Lobb, B.; Banerjee, A.; Chandiramohan, A.; Tiessen, N.; Cao, Q.; Dvorkin-
Gheva, A.; et al. Gene expression and in situ protein profiling of candidate SARS-CoV-2 receptors in human airway epithelial
cells and lung tissue. Eur. Respir. J. 2020, 56. [CrossRef] [PubMed]

44. V’Kovski, P.; Kratzel, A.; Steiner, S.; Stalder, H.; Thiel, V. Coronavirus biology and replication: Implications for SARS-CoV-2. Nat.
Rev. Microbiol. 2021, 19, 155–170. [CrossRef]

45. Hou, Y.J.; Okuda, K.; Edwards, C.E.; Martinez, D.R.; Asakura, T.; Dinnon, K.H., 3rd; Kato, T.; Lee, R.E.; Yount, B.L.; Mascenik, T.M.;
et al. SARS-CoV-2 Reverse Genetics Reveals a Variable Infection Gradient in the Respiratory Tract. Cell 2020, 182, 429–446.e414.
[CrossRef] [PubMed]

46. Sajuthi, S.P.; DeFord, P.; Li, Y.; Jackson, N.D.; Montgomery, M.T.; Everman, J.L.; Rios, C.L.; Pruesse, E.; Nolin, J.D.; Plender, E.G.;
et al. Type 2 and interferon inflammation regulate SARS-CoV-2 entry factor expression in the airway epithelium. Nat. Commun.
2020, 11, 5139. [CrossRef] [PubMed]

47. Wolfel, R.; Corman, V.M.; Guggemos, W.; Seilmaier, M.; Zange, S.; Muller, M.A.; Niemeyer, D.; Jones, T.C.; Vollmar, P.; Rothe, C.;
et al. Virological assessment of hospitalized patients with COVID-2019. Nature 2020, 581, 465–469. [CrossRef]

48. Ziegler, C.G.K.; Allon, S.J.; Nyquist, S.K.; Mbano, I.M.; Miao, V.N.; Tzouanas, C.N.; Cao, Y.; Yousif, A.S.; Bals, J.; Hauser, B.M.;
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, 181, 1016–1035.e1019. [CrossRef] [PubMed]

49. Mancia, G.; Rea, F.; Ludergnani, M.; Apolone, G.; Corrao, G. Renin-Angiotensin-Aldosterone System Blockers and the Risk of
Covid-19. N. Engl. J. Med. 2020, 382, 2431–2440. [CrossRef] [PubMed]

50. Fosbol, E.L.; Butt, J.H.; Ostergaard, L.; Andersson, C.; Selmer, C.; Kragholm, K.; Schou, M.; Phelps, M.; Gislason, G.H.; Gerds, T.A.;
et al. Association of Angiotensin-Converting Enzyme Inhibitor or Angiotensin Receptor Blocker Use with COVID-19 Diagnosis
and Mortality. JAMA 2020, 324, 168–177. [CrossRef]

51. Cohen, J.B.; Hanff, T.C.; William, P.; Sweitzer, N.; Rosado-Santander, N.R.; Medina, C.; Rodriguez-Mori, J.E.; Renna, N.; Chang,
T.I.; Corrales-Medina, V.; et al. Continuation versus discontinuation of renin-angiotensin system inhibitors in patients admitted to
hospital with COVID-19: A prospective, randomised, open-label trial. Lancet Respir. Med. 2021. [CrossRef]

52. de Abajo, F.J.; Rodriguez-Martin, S.; Lerma, V.; Mejia-Abril, G.; Aguilar, M.; Garcia-Luque, A.; Laredo, L.; Laosa, O.; Centeno-Soto,
G.A.; Angeles Galvez, M.; et al. Use of renin-angiotensin-aldosterone system inhibitors and risk of COVID-19 requiring admission
to hospital: A case-population study. Lancet 2020, 395, 1705–1714. [CrossRef]

53. Reynolds, H.R.; Adhikari, S.; Pulgarin, C.; Troxel, A.B.; Iturrate, E.; Johnson, S.B.; Hausvater, A.; Newman, J.D.; Berger, J.S.;
Bangalore, S.; et al. Renin-Angiotensin-Aldosterone System Inhibitors and Risk of Covid-19. N. Engl. J. Med. 2020, 382, 2441–2448.
[CrossRef]

54. Shang, J.; Wan, Y.; Luo, C.; Ye, G.; Geng, Q.; Auerbach, A.; Li, F. Cell entry mechanisms of SARS-CoV-2. Proc. Natl. Acad. Sci. USA
2020, 117, 11727–11734. [CrossRef] [PubMed]

55. Chu, H.; Chan, J.F.; Wang, Y.; Yuen, T.T.; Chai, Y.; Hou, Y.; Shuai, H.; Yang, D.; Hu, B.; Huang, X.; et al. Comparative Replication
and Immune Activation Profiles of SARS-CoV-2 and SARS-CoV in Human Lungs: An Ex Vivo Study with Implications for the
Pathogenesis of COVID-19. Clin. Infect. Dis. 2020, 71, 1400–1409. [CrossRef]

56. Hu, F.; Chen, F.; Ou, Z.; Fan, Q.; Tan, X.; Wang, Y.; Pan, Y.; Ke, B.; Li, L.; Guan, Y.; et al. A compromised specific humoral
immune response against the SARS-CoV-2 receptor-binding domain is related to viral persistence and periodic shedding in the
gastrointestinal tract. Cell Mol. Immunol. 2020, 17, 1119–1125. [CrossRef] [PubMed]

http://doi.org/10.1164/rccm.202001-0179LE
http://www.ncbi.nlm.nih.gov/pubmed/32663409
http://doi.org/10.1161/01.RES.87.5.e1
http://doi.org/10.1056/NEJMcibr022472
http://www.ncbi.nlm.nih.gov/pubmed/12456857
http://doi.org/10.1186/s40249-020-00662-x
http://www.ncbi.nlm.nih.gov/pubmed/32345362
http://doi.org/10.1016/j.bbrc.2020.03.044
http://www.ncbi.nlm.nih.gov/pubmed/32199615
http://doi.org/10.1084/jem.20202135
http://doi.org/10.1128/JVI.02615-14
http://www.ncbi.nlm.nih.gov/pubmed/25428871
http://doi.org/10.1007/s11684-020-0754-0
http://www.ncbi.nlm.nih.gov/pubmed/32170560
http://doi.org/10.1128/JVI.02202-13
http://doi.org/10.1183/13993003.01123-2020
http://www.ncbi.nlm.nih.gov/pubmed/32675206
http://doi.org/10.1038/s41579-020-00468-6
http://doi.org/10.1016/j.cell.2020.05.042
http://www.ncbi.nlm.nih.gov/pubmed/32526206
http://doi.org/10.1038/s41467-020-18781-2
http://www.ncbi.nlm.nih.gov/pubmed/33046696
http://doi.org/10.1038/s41586-020-2196-x
http://doi.org/10.1016/j.cell.2020.04.035
http://www.ncbi.nlm.nih.gov/pubmed/32413319
http://doi.org/10.1056/NEJMoa2006923
http://www.ncbi.nlm.nih.gov/pubmed/32356627
http://doi.org/10.1001/jama.2020.11301
http://doi.org/10.1016/S2213-2600(20)30558-0
http://doi.org/10.1016/S0140-6736(20)31030-8
http://doi.org/10.1056/NEJMoa2008975
http://doi.org/10.1073/pnas.2003138117
http://www.ncbi.nlm.nih.gov/pubmed/32376634
http://doi.org/10.1093/cid/ciaa410
http://doi.org/10.1038/s41423-020-00550-2
http://www.ncbi.nlm.nih.gov/pubmed/33037400


Viruses 2021, 13, 1025 18 of 23

57. Hui, K.P.Y.; Cheung, M.-C.; Perera, R.A.P.M.; Ng, K.-C.; Bui, C.H.T.; Ho, J.C.W.; Ng, M.M.T.; Kuok, D.I.T.; Shih, K.C.; Tsao, S.-W.;
et al. Tropism, replication competence, and innate immune responses of the coronavirus SARS-CoV-2 in human respiratory tract
and conjunctiva: An analysis in ex-vivo and in-vitro cultures. Lancet Respir. Med. 2020, 8, 687–695. [CrossRef]

58. Kim, Y.I.; Kim, S.G.; Kim, S.M.; Kim, E.H.; Park, S.J.; Yu, K.M.; Chang, J.H.; Kim, E.J.; Lee, S.; Casel, M.A.B.; et al. Infection and
Rapid Transmission of SARS-CoV-2 in Ferrets. Cell Host Microbe 2020, 27, 704–709.e702. [CrossRef] [PubMed]

59. Lieberman, N.A.P.; Peddu, V.; Xie, H.; Shrestha, L.; Huang, M.L.; Mears, M.C.; Cajimat, M.N.; Bente, D.A.; Shi, P.Y.; Bovier, F.; et al.
In vivo antiviral host transcriptional response to SARS-CoV-2 by viral load, sex, and age. PLoS Biol. 2020, 18, e3000849. [CrossRef]

60. Liu, Y.; Yan, L.-M.; Wan, L.; Xiang, T.-X.; Le, A.; Liu, J.-M.; Peiris, M.; Poon, L.L.M.; Zhang, W. Viral dynamics in mild and severe
cases of COVID-19. Lancet Infect. Dis. 2020, 20, 656–657. [CrossRef]

61. Puelles, V.G.; Lutgehetmann, M.; Lindenmeyer, M.T.; Sperhake, J.P.; Wong, M.N.; Allweiss, L.; Chilla, S.; Heinemann, A.; Wanner,
N.; Liu, S.; et al. Multiorgan and Renal Tropism of SARS-CoV-2. N. Engl. J. Med. 2020, 383, 590–592. [CrossRef] [PubMed]

62. Messner, C.B.; Demichev, V.; Wendisch, D.; Michalick, L.; White, M.; Freiwald, A.; Textoris-Taube, K.; Vernardis, S.I.; Egger, A.S.;
Kreidl, M.; et al. Ultra-High-Throughput Clinical Proteomics Reveals Classifiers of COVID-19 Infection. Cell Syst. 2020, 11,
11–24.e14. [CrossRef]

63. Shen, B.; Yi, X.; Sun, Y.; Bi, X.; Du, J.; Zhang, C.; Quan, S.; Zhang, F.; Sun, R.; Qian, L.; et al. Proteomic and Metabolomic
Characterization of COVID-19 Patient Sera. Cell 2020, 182, 59–72.e15. [CrossRef] [PubMed]

64. Gordon, D.E.; Hiatt, J.; Bouhaddou, M.; Rezelj, V.V.; Ulferts, S.; Braberg, H.; Jureka, A.S.; Obernier, K.; Guo, J.Z.; Batra, J.; et al.
Comparative host-coronavirus protein interaction networks reveal pan-viral disease mechanisms. Science 2020, 370. [CrossRef]

65. Blanco-Melo, D.; Nilsson-Payant, B.E.; Liu, W.C.; Uhl, S.; Hoagland, D.; Moller, R.; Jordan, T.X.; Oishi, K.; Panis, M.; Sachs, D.;
et al. Imbalanced Host Response to SARS-CoV-2 Drives Development of COVID-19. Cell 2020, 181, 1036–1045.e1039. [CrossRef]

66. Xu, Z.; Shi, L.; Wang, Y.; Zhang, J.; Huang, L.; Zhang, C.; Liu, S.; Zhao, P.; Liu, H.; Zhu, L.; et al. Pathological findings of COVID-19
associated with acute respiratory distress syndrome. Lancet Respir. Med. 2020, 8, 420–422. [CrossRef]

67. Snijder, E.J.; Limpens, R.; de Wilde, A.H.; de Jong, A.W.M.; Zevenhoven-Dobbe, J.C.; Maier, H.J.; Faas, F.; Koster, A.J.; Barcena, M.
A unifying structural and functional model of the coronavirus replication organelle: Tracking down RNA synthesis. PLoS Biol.
2020, 18, e3000715. [CrossRef]

68. Siemieniuk, R.; Rochwerg, B.; Agoritsas, T.; Lamontagne, F.; Leo, Y.S.; Macdonald, H.; Agarwal, A.; Zeng, L.; Lytvyn, L.; Appiah,
J.A.; et al. A living WHO guideline on drugs for covid-19. BMJ 2020, 370, m3379. [CrossRef]

69. Grant, R.A.; Morales-Nebreda, L.; Markov, N.S.; Swaminathan, S.; Querrey, M.; Guzman, E.R.; Abbott, D.A.; Donnelly, H.K.;
Donayre, A.; Goldberg, I.A.; et al. Circuits between infected macrophages and T cells in SARS-CoV-2 pneumonia. Nature 2021.
[CrossRef]

70. Rockx, B.; Kuiken, T.; Herfst, S.; Bestebroer, T.; Lamers, M.M.; Munnink, B.B.O.; de Meulder, D.; van Amerongen, G.; van den
Brand, J.; Okba, N.M.; et al. Comparative pathogenesis of COVID-19, MERS, and SARS in a nonhuman primate model. Science
2020, 368, 1012–1015. [CrossRef] [PubMed]

71. Wu, Z.; McGoogan, J.M. Characteristics of and Important Lessons from the Coronavirus Disease 2019 (COVID-19) Outbreak
in China: Summary of a Report of 72314 Cases from the Chinese Center for Disease Control and Prevention. JAMA 2020, 323,
1239–1242. [CrossRef] [PubMed]

72. Schaller, T.; Hirschbuhl, K.; Burkhardt, K.; Braun, G.; Trepel, M.; Markl, B.; Claus, R. Postmortem Examination of Patients with
COVID-19. JAMA 2020, 323, 2518–2520. [CrossRef] [PubMed]

73. Carsana, L.; Sonzogni, A.; Nasr, A.; Rossi, R.S.; Pellegrinelli, A.; Zerbi, P.; Rech, R.; Colombo, R.; Antinori, S.; Corbellino, M.; et al.
Pulmonary post-mortem findings in a series of COVID-19 cases from northern Italy: A two-centre descriptive study. Lancet Infect.
Dis. 2020, 20, 1135–1140. [CrossRef]

74. Huang, C.; Wang, Y.; Li, X.; Ren, L.; Zhao, J.; Hu, Y.; Zhang, L.; Fan, G.; Xu, J.; Gu, X.; et al. Clinical features of patients infected
with 2019 novel coronavirus in Wuhan, China. Lancet 2020, 395, 497–506. [CrossRef]

75. Williamson, E.J.; Walker, A.J.; Bhaskaran, K.; Bacon, S.; Bates, C.; Morton, C.E.; Curtis, H.J.; Mehrkar, A.; Evans, D.; Inglesby, P.;
et al. Factors associated with COVID-19-related death using OpenSAFELY. Nature 2020, 584, 430–436. [CrossRef]

76. Zhang, Q.; Bastard, P.; Liu, Z.; Le Pen, J.; Moncada-Velez, M.; Chen, J.; Ogishi, M.; Sabli, I.K.D.; Hodeib, S.; Korol, C.; et al. Inborn
errors of type I IFN immunity in patients with life-threatening COVID-19. Science 2020, 370. [CrossRef] [PubMed]

77. Moore, J.B.; June, C.H. Cytokine release syndrome in severe COVID-19. Science 2020, 368, 473–474. [CrossRef]
78. Lucas, C.; Wong, P.; Klein, J.; Castro, T.B.R.; Silva, J.; Sundaram, M.; Ellingson, M.K.; Mao, T.; Oh, J.E.; Israelow, B.; et al.

Longitudinal analyses reveal immunological misfiring in severe COVID-19. Nature 2020, 584, 463–469. [CrossRef]
79. Su, Y.; Chen, D.; Yuan, D.; Lausted, C.; Choi, J.; Dai, C.L.; Voillet, V.; Duvvuri, V.R.; Scherler, K.; Troisch, P.; et al. Multi-Omics

Resolves a Sharp Disease-State Shift between Mild and Moderate COVID-19. Cell 2020, 183, 1479–1495.e1420. [CrossRef]
80. Liu, J.; Zheng, X.; Tong, Q.; Li, W.; Wang, B.; Sutter, K.; Trilling, M.; Lu, M.; Dittmer, U.; Yang, D. Overlapping and discrete aspects

of the pathology and pathogenesis of the emerging human pathogenic coronaviruses SARS-CoV, MERS-CoV, and 2019-nCoV. J.
Med. Virol. 2020, 92, 491–494. [CrossRef] [PubMed]

81. Liao, M.; Liu, Y.; Yuan, J.; Wen, Y.; Xu, G.; Zhao, J.; Cheng, L.; Li, J.; Wang, X.; Wang, F.; et al. Single-cell landscape of
bronchoalveolar immune cells in patients with COVID-19. Nat. Med. 2020, 26, 842–844. [CrossRef] [PubMed]

82. Zhang, J.Y.; Wang, X.M.; Xing, X.; Xu, Z.; Zhang, C.; Song, J.W.; Fan, X.; Xia, P.; Fu, J.L.; Wang, S.Y.; et al. Single-cell landscape of
immunological responses in patients with COVID-19. Nat. Immunol. 2020, 21, 1107–1118. [CrossRef] [PubMed]

http://doi.org/10.1016/S2213-2600(20)30193-4
http://doi.org/10.1016/j.chom.2020.03.023
http://www.ncbi.nlm.nih.gov/pubmed/32259477
http://doi.org/10.1371/journal.pbio.3000849
http://doi.org/10.1016/S1473-3099(20)30232-2
http://doi.org/10.1056/NEJMc2011400
http://www.ncbi.nlm.nih.gov/pubmed/32402155
http://doi.org/10.1016/j.cels.2020.05.012
http://doi.org/10.1016/j.cell.2020.05.032
http://www.ncbi.nlm.nih.gov/pubmed/32492406
http://doi.org/10.1126/science.abe9403
http://doi.org/10.1016/j.cell.2020.04.026
http://doi.org/10.1016/S2213-2600(20)30076-X
http://doi.org/10.1371/journal.pbio.3000715
http://doi.org/10.1136/bmj.m3379
http://doi.org/10.1038/s41586-020-03148-w
http://doi.org/10.1126/science.abb7314
http://www.ncbi.nlm.nih.gov/pubmed/32303590
http://doi.org/10.1001/jama.2020.2648
http://www.ncbi.nlm.nih.gov/pubmed/32091533
http://doi.org/10.1001/jama.2020.8907
http://www.ncbi.nlm.nih.gov/pubmed/32437497
http://doi.org/10.1016/S1473-3099(20)30434-5
http://doi.org/10.1016/S0140-6736(20)30183-5
http://doi.org/10.1038/s41586-020-2521-4
http://doi.org/10.1126/science.abd4570
http://www.ncbi.nlm.nih.gov/pubmed/32972995
http://doi.org/10.1126/science.abb8925
http://doi.org/10.1038/s41586-020-2588-y
http://doi.org/10.1016/j.cell.2020.10.037
http://doi.org/10.1002/jmv.25709
http://www.ncbi.nlm.nih.gov/pubmed/32056249
http://doi.org/10.1038/s41591-020-0901-9
http://www.ncbi.nlm.nih.gov/pubmed/32398875
http://doi.org/10.1038/s41590-020-0762-x
http://www.ncbi.nlm.nih.gov/pubmed/32788748


Viruses 2021, 13, 1025 19 of 23

83. Arunachalam, P.S.; Wimmers, F.; Mok, C.K.P.; Perera, R.; Scott, M.; Hagan, T.; Sigal, N.; Feng, Y.; Bristow, L.; Tak-Yin Tsang,
O.; et al. Systems biological assessment of immunity to mild versus severe COVID-19 infection in humans. Science 2020, 369,
1210–1220. [CrossRef]

84. Schurink, B.; Roos, E.; Radonic, T.; Barbe, E.; Bouman, C.S.C.; de Boer, H.H.; de Bree, G.J.; Bulle, E.B.; Aronica, E.M.; Florquin, S.;
et al. Viral presence and immunopathology in patients with lethal COVID-19: A prospective autopsy cohort study. Lancet Microbe
2020, 1, e290–e299. [CrossRef]

85. Zhou, F.; Yu, T.; Du, R.; Fan, G.; Liu, Y.; Liu, Z.; Xiang, J.; Wang, Y.; Song, B.; Gu, X.; et al. Clinical course and risk factors
for mortality of adult inpatients with COVID-19 in Wuhan, China: A retrospective cohort study. Lancet 2020, 395, 1054–1062.
[CrossRef]

86. Guan, W.J.; Liang, W.H.; Zhao, Y.; Liang, H.R.; Chen, Z.S.; Li, Y.M.; Liu, X.Q.; Chen, R.C.; Tang, C.L.; Wang, T.; et al. Comorbidity
and its impact on 1590 patients with COVID-19 in China: A nationwide analysis. Eur. Respir. J. 2020, 55. [CrossRef] [PubMed]

87. Holman, N.; Knighton, P.; Kar, P.; O’Keefe, J.; Curley, M.; Weaver, A.; Barron, E.; Bakhai, C.; Khunti, K.; Wareham, N.J.; et al. Risk
factors for COVID-19-related mortality in people with type 1 and type 2 diabetes in England: A population-based cohort study.
Lancet Diabetes Endocrinol. 2020, 8, 823–833. [CrossRef]

88. Cai, Q.; Chen, F.; Wang, T.; Luo, F.; Liu, X.; Wu, Q.; He, Q.; Wang, Z.; Liu, Y.; Liu, L.; et al. Obesity and COVID-19 Severity in a
Designated Hospital in Shenzhen, China. Diabetes Care 2020, 43, 1392–1398. [CrossRef]

89. Moon, A.M.; Webb, G.J.; Aloman, C.; Armstrong, M.J.; Cargill, T.; Dhanasekaran, R.; Genesca, J.; Gill, U.S.; James, T.W.; Jones, P.D.;
et al. High mortality rates for SARS-CoV-2 infection in patients with pre-existing chronic liver disease and cirrhosis: Preliminary
results from an international registry. J. Hepatol. 2020, 73, 705–708. [CrossRef] [PubMed]

90. D’Marco, L.; Puchades, M.J.; Romero-Parra, M.; Gimenez-Civera, E.; Soler, M.J.; Ortiz, A.; Gorriz, J.L. Coronavirus disease 2019 in
chronic kidney disease. Clin. Kidney J. 2020, 13, 297–306. [CrossRef] [PubMed]

91. Yang, K.; Sheng, Y.; Huang, C.; Jin, Y.; Xiong, N.; Jiang, K.; Lu, H.; Liu, J.; Yang, J.; Dong, Y.; et al. Clinical characteristics, outcomes,
and risk factors for mortality in patients with cancer and COVID-19 in Hubei, China: A multicentre, retrospective, cohort study.
Lancet Oncol. 2020, 21, 904–913. [CrossRef]

92. Vijenthira, A.; Gong, I.Y.; Fox, T.A.; Booth, S.; Cook, G.; Fattizzo, B.; Martín-Moro, F.; Razanamahery, J.; Riches, J.C.; Zwicker,
J.; et al. Outcomes of patients with hematologic malignancies and COVID-19: A systematic review and meta-analysis of 3377
patients. Blood 2020, 136, 2881–2892. [CrossRef]

93. Pereira, M.R.; Mohan, S.; Cohen, D.J.; Husain, S.A.; Dube, G.K.; Ratner, L.E.; Arcasoy, S.; Aversa, M.M.; Benvenuto, L.J.; Dadhania,
D.M.; et al. COVID-19 in solid organ transplant recipients: Initial report from the US epicenter. Am. J. Transplant 2020, 20,
1800–1808. [CrossRef]

94. Strangfeld, A.; Schafer, M.; Gianfrancesco, M.A.; Lawson-Tovey, S.; Liew, J.W.; Ljung, L.; Mateus, E.F.; Richez, C.; Santos, M.J.;
Schmajuk, G.; et al. Factors associated with COVID-19-related death in people with rheumatic diseases: Results from the
COVID-19 Global Rheumatology Alliance physician-reported registry. Ann. Rheum. Dis. 2021. [CrossRef]

95. Bower, H.; Frisell, T.; Di Giuseppe, D.; Delcoigne, B.; Ahlenius, G.M.; Baecklund, E.; Chatzidionysiou, K.; Feltelius, N.; Forsblad-
d’Elia, H.; Kastbom, A.; et al. Impact of the COVID-19 pandemic on morbidity and mortality in patients with inflammatory joint
diseases and in the general population: A nationwide Swedish cohort study. Ann. Rheum. Dis. 2021. [CrossRef]

96. Nie, X.; Qian, L.; Sun, R.; Huang, B.; Dong, X.; Xiao, Q.; Zhang, Q.; Lu, T.; Yue, L.; Chen, S.; et al. Multi-organ proteomic landscape
of COVID-19 autopsies. Cell 2021, 184, 775–791.e714. [CrossRef] [PubMed]

97. Fajgenbaum, D.C.; June, C.H. Cytokine Storm. N. Engl. J. Med. 2020, 383, 2255–2273. [CrossRef] [PubMed]
98. Vabret, N.; Britton, G.J.; Gruber, C.; Hegde, S.; Kim, J.; Kuksin, M.; Levantovsky, R.; Malle, L.; Moreira, A.; Park, M.D.; et al.

Immunology of COVID-19: Current State of the Science. Immunity 2020, 52, 910–941. [CrossRef]
99. Bastard, P.; Rosen, L.B.; Zhang, Q.; Michailidis, E.; Hoffmann, H.H.; Zhang, Y.; Dorgham, K.; Philippot, Q.; Rosain, J.; Beziat, V.;

et al. Autoantibodies against type I IFNs in patients with life-threatening COVID-19. Science 2020, 370. [CrossRef] [PubMed]
100. Zheng, S.; Fan, J.; Yu, F.; Feng, B.; Lou, B.; Zou, Q.; Xie, G.; Lin, S.; Wang, R.; Yang, X.; et al. Viral load dynamics and disease

severity in patients infected with SARS-CoV-2 in Zhejiang province, China, January–March 2020: Retrospective cohort study.
BMJ 2020, 369, m1443. [CrossRef]

101. Zou, L.; Ruan, F.; Huang, M.; Liang, L.; Huang, H.; Hong, Z.; Yu, J.; Kang, M.; Song, Y.; Xia, J.; et al. SARS-CoV-2 Viral Load in
Upper Respiratory Specimens of Infected Patients. N. Engl. J. Med. 2020, 382, 1177–1179. [CrossRef] [PubMed]

102. Han, M.S.; Seong, M.W.; Kim, N.; Shin, S.; Cho, S.I.; Park, H.; Kim, T.S.; Park, S.S.; Choi, E.H. Viral RNA Load in Mildly
Symptomatic and Asymptomatic Children with COVID-19, Seoul, South Korea. Emerg. Infect. Dis. 2020, 26, 2497–2499. [CrossRef]

103. Team, C.-I. Clinical and virologic characteristics of the first 12 patients with coronavirus disease 2019 (COVID-19) in the United
States. Nat. Med. 2020, 26, 861–868. [CrossRef]

104. Chen, L.; Wang, G.; Long, X.; Hou, H.; Wei, J.; Cao, Y.; Tan, J.; Liu, W.; Huang, L.; Meng, F.; et al. Dynamics of Blood Viral Load Is
Strongly Associated with Clinical Outcomes in Coronavirus Disease 2019 (COVID-19) Patients: A Prospective Cohort Study. J.
Mol. Diagn. 2021, 23, 10–18. [CrossRef] [PubMed]

105. Chen, X.; Zhao, B.; Qu, Y.; Chen, Y.; Xiong, J.; Feng, Y.; Men, D.; Huang, Q.; Liu, Y.; Yang, B.; et al. Detectable Serum Severe Acute
Respiratory Syndrome Coronavirus 2 Viral Load (RNAemia) Is Closely Correlated with Drastically Elevated Interleukin 6 Level
in Critically Ill Patients with Coronavirus Disease 2019. Clin. Infect. Dis. 2020, 71, 1937–1942. [CrossRef]

http://doi.org/10.1126/science.abc6261
http://doi.org/10.1016/S2666-5247(20)30144-0
http://doi.org/10.1016/S0140-6736(20)30566-3
http://doi.org/10.1183/13993003.00547-2020
http://www.ncbi.nlm.nih.gov/pubmed/32217650
http://doi.org/10.1016/S2213-8587(20)30271-0
http://doi.org/10.2337/dc20-0576
http://doi.org/10.1016/j.jhep.2020.05.013
http://www.ncbi.nlm.nih.gov/pubmed/32446714
http://doi.org/10.1093/ckj/sfaa104
http://www.ncbi.nlm.nih.gov/pubmed/32699615
http://doi.org/10.1016/S1470-2045(20)30310-7
http://doi.org/10.1182/blood.2020008824
http://doi.org/10.1111/ajt.15941
http://doi.org/10.1136/annrheumdis-2020-219498
http://doi.org/10.1136/annrheumdis-2021-eular.685
http://doi.org/10.1016/j.cell.2021.01.004
http://www.ncbi.nlm.nih.gov/pubmed/33503446
http://doi.org/10.1056/NEJMra2026131
http://www.ncbi.nlm.nih.gov/pubmed/33264547
http://doi.org/10.1016/j.immuni.2020.05.002
http://doi.org/10.1126/science.abd4585
http://www.ncbi.nlm.nih.gov/pubmed/32972996
http://doi.org/10.1136/bmj.m1443
http://doi.org/10.1056/NEJMc2001737
http://www.ncbi.nlm.nih.gov/pubmed/32074444
http://doi.org/10.3201/eid2610.202449
http://doi.org/10.1038/s41591-020-0877-5
http://doi.org/10.1016/j.jmoldx.2020.10.007
http://www.ncbi.nlm.nih.gov/pubmed/33122141
http://doi.org/10.1093/cid/ciaa449


Viruses 2021, 13, 1025 20 of 23

106. Huang, Y.; Chen, S.; Yang, Z.; Guan, W.; Liu, D.; Lin, Z.; Zhang, Y.; Xu, Z.; Liu, X.; Li, Y. SARS-CoV-2 Viral Load in Clinical
Samples from Critically Ill Patients. Am. J. Respir. Crit. Care Med. 2020, 201, 1435–1438. [CrossRef] [PubMed]

107. Sun, J.; Tang, X.; Bai, R.; Liang, C.; Zeng, L.; Lin, H.; Yuan, R.; Zhou, P.; Huang, X.; Xiong, Q.; et al. The kinetics of viral load and
antibodies to SARS-CoV-2. Clin. Microbiol. Infect. 2020, 26, 1690.e1–1690.e4. [CrossRef]

108. He, X.; Lau, E.H.Y.; Wu, P.; Deng, X.; Wang, J.; Hao, X.; Lau, Y.C.; Wong, J.Y.; Guan, Y.; Tan, X.; et al. Temporal dynamics in viral
shedding and transmissibility of COVID-19. Nat. Med. 2020, 26, 672–675. [CrossRef] [PubMed]

109. L’Huillier, A.G.; Torriani, G.; Pigny, F.; Kaiser, L.; Eckerle, I. Culture-Competent SARS-CoV-2 in Nasopharynx of Symptomatic
Neonates, Children, and Adolescents. Emerg. Infect. Dis. 2020, 26, 2494–2497. [CrossRef]

110. Arons, M.M.; Hatfield, K.M.; Reddy, S.C.; Kimball, A.; James, A.; Jacobs, J.R.; Taylor, J.; Spicer, K.; Bardossy, A.C.; Oakley, L.P.;
et al. Presymptomatic SARS-CoV-2 Infections and Transmission in a Skilled Nursing Facility. N. Engl. J. Med. 2020, 382, 2081–2090.
[CrossRef] [PubMed]

111. Bullard, J.; Dust, K.; Funk, D.; Strong, J.E.; Alexander, D.; Garnett, L.; Boodman, C.; Bello, A.; Hedley, A.; Schiffman, Z.; et al.
Predicting infectious SARS-CoV-2 from diagnostic samples. Clin. Infect. Dis. 2020. [CrossRef] [PubMed]

112. To, K.K.; Tsang, O.T.; Yip, C.C.; Chan, K.H.; Wu, T.C.; Chan, J.M.; Leung, W.S.; Chik, T.S.; Choi, C.Y.; Kandamby, D.H.; et al.
Consistent Detection of 2019 Novel Coronavirus in Saliva. Clin. Infect. Dis. 2020, 71, 841–843. [CrossRef]

113. Li, Q.; Guan, X.; Wu, P.; Wang, X.; Zhou, L.; Tong, Y.; Ren, R.; Leung, K.S.M.; Lau, E.H.Y.; Wong, J.Y.; et al. Early Transmission
Dynamics in Wuhan, China, of Novel Coronavirus-Infected Pneumonia. N. Engl. J. Med. 2020, 382, 1199–1207. [CrossRef]
[PubMed]

114. Lauer, S.A.; Grantz, K.H.; Bi, Q.; Jones, F.K.; Zheng, Q.; Meredith, H.R.; Azman, A.S.; Reich, N.G.; Lessler, J. The Incubation
Period of Coronavirus Disease 2019 (COVID-19) from Publicly Reported Confirmed Cases: Estimation and Application. Ann.
Intern. Med. 2020, 172, 577–582. [CrossRef] [PubMed]

115. Nie, X.; Fan, L.; Mu, G.; Tan, Q.; Wang, M.; Xie, Y.; Cao, L.; Zhou, M.; Zhang, Z.; Chen, W. Epidemiological Characteristics and
Incubation Period of 7015 Confirmed Cases with Coronavirus Disease 2019 Outside Hubei Province in China. J. Infect. Dis. 2020,
222, 26–33. [CrossRef]

116. Johansson, M.A.; Quandelacy, T.M.; Kada, S.; Prasad, P.V.; Steele, M.; Brooks, J.T.; Slayton, R.B.; Biggerstaff, M.; Butler, J.C.
SARS-CoV-2 Transmission from People Without COVID-19 Symptoms. JAMA Netw. Open 2021, 4, e2035057. [CrossRef] [PubMed]

117. Wang, W.; Xu, Y.; Gao, R.; Lu, R.; Han, K.; Wu, G.; Tan, W. Detection of SARS-CoV-2 in Different Types of Clinical Specimens.
JAMA 2020, 323, 1843–1844. [CrossRef] [PubMed]

118. Geri, P.; Salton, F.; Zuccatosta, L.; Tamburrini, M.; Biolo, M.; Busca, A.; Santagiuliana, M.; Zuccon, U.; Confalonieri, P.; Ruaro, B.;
et al. Limited role for bronchoalveolar lavage to exclude COVID-19 after negative upper respiratory tract swabs: A multicentre
study. Eur. Respir. J. 2020, 56. [CrossRef] [PubMed]

119. Pan, Y.; Zhang, D.; Yang, P.; Poon, L.L.M.; Wang, Q. Viral load of SARS-CoV-2 in clinical samples. Lancet Infect. Dis. 2020, 20,
411–412. [CrossRef]

120. Chan, J.F.; Yuan, S.; Kok, K.H.; To, K.K.; Chu, H.; Yang, J.; Xing, F.; Liu, J.; Yip, C.C.; Poon, R.W.; et al. A familial cluster of
pneumonia associated with the 2019 novel coronavirus indicating person-to-person transmission: A study of a family cluster.
Lancet 2020, 395, 514–523. [CrossRef]

121. Gudbjartsson, D.F.; Helgason, A.; Jonsson, H.; Magnusson, O.T.; Melsted, P.; Norddahl, G.L.; Saemundsdottir, J.; Sigurdsson,
A.; Sulem, P.; Agustsdottir, A.B.; et al. Spread of SARS-CoV-2 in the Icelandic Population. N. Engl. J. Med. 2020, 382, 2302–2315.
[CrossRef]

122. Day, M. Covid-19: Four fifths of cases are asymptomatic, China figures indicate. BMJ 2020, 369, m1375. [CrossRef] [PubMed]
123. Li, G.; Li, W.; He, X.; Cao, Y. Asymptomatic and Presymptomatic Infectors: Hidden Sources of Coronavirus Disease 2019

(COVID-19). Clin. Infect. Dis. 2020, 71, 2018. [CrossRef] [PubMed]
124. Cevik, M.; Tate, M.; Lloyd, O.; Maraolo, A.E.; Schafers, J.; Ho, A. SARS-CoV-2, SARS-CoV, and MERS-CoV viral load dynamics,

duration of viral shedding, and infectiousness: A systematic review and meta-analysis. Lancet Microbe 2020. [CrossRef]
125. Li, N.; Wang, X.; Lv, T. Prolonged SARS-CoV-2 RNA shedding: Not a rare phenomenon. J. Med. Virol. 2020, 92, 2286–2287.

[CrossRef]
126. Chan, P.K.; To, W.K.; Ng, K.C.; Lam, R.K.; Ng, T.K.; Chan, R.C.; Wu, A.; Yu, W.C.; Lee, N.; Hui, D.S.; et al. Laboratory diagnosis of

SARS. Emerg. Infect. Dis. 2004, 10, 825–831. [CrossRef] [PubMed]
127. Liu, W.; Tang, F.; Fontanet, A.; Zhan, L.; Zhao, Q.M.; Zhang, P.H.; Wu, X.M.; Zuo, S.Q.; Baril, L.; Vabret, A.; et al. Long-term SARS

coronavirus excretion from patient cohort, China. Emerg. Infect. Dis. 2004, 10, 1841–1843. [CrossRef] [PubMed]
128. Xu, D.; Zhang, Z.; Jin, L.; Chu, F.; Mao, Y.; Wang, H.; Liu, M.; Wang, M.; Zhang, L.; Gao, G.F.; et al. Persistent shedding of viable

SARS-CoV in urine and stool of SARS patients during the convalescent phase. Eur. J. Clin. Microbiol. Infect. Dis. 2005, 24, 165–171.
[CrossRef] [PubMed]

129. Cheng, P.K.; Wong, D.A.; Tong, L.K.; Ip, S.M.; Lo, A.C.; Lau, C.S.; Yeung, E.Y.; Lim, W.W. Viral shedding patterns of coronavirus
in patients with probable severe acute respiratory syndrome. Lancet 2004, 363, 1699–1700. [CrossRef]

130. Oh, M.D.; Park, W.B.; Choe, P.G.; Choi, S.J.; Kim, J.I.; Chae, J.; Park, S.S.; Kim, E.C.; Oh, H.S.; Kim, E.J.; et al. Viral Load Kinetics of
MERS Coronavirus Infection. N. Engl. J. Med. 2016, 375, 1303–1305. [CrossRef]

http://doi.org/10.1164/rccm.202003-0572LE
http://www.ncbi.nlm.nih.gov/pubmed/32293905
http://doi.org/10.1016/j.cmi.2020.08.043
http://doi.org/10.1038/s41591-020-0869-5
http://www.ncbi.nlm.nih.gov/pubmed/32296168
http://doi.org/10.3201/eid2610.202403
http://doi.org/10.1056/NEJMoa2008457
http://www.ncbi.nlm.nih.gov/pubmed/32329971
http://doi.org/10.1093/cid/ciaa638
http://www.ncbi.nlm.nih.gov/pubmed/32442256
http://doi.org/10.1093/cid/ciaa149
http://doi.org/10.1056/NEJMoa2001316
http://www.ncbi.nlm.nih.gov/pubmed/31995857
http://doi.org/10.7326/M20-0504
http://www.ncbi.nlm.nih.gov/pubmed/32150748
http://doi.org/10.1093/infdis/jiaa211
http://doi.org/10.1001/jamanetworkopen.2020.35057
http://www.ncbi.nlm.nih.gov/pubmed/33410879
http://doi.org/10.1001/jama.2020.3786
http://www.ncbi.nlm.nih.gov/pubmed/32159775
http://doi.org/10.1183/13993003.01733-2020
http://www.ncbi.nlm.nih.gov/pubmed/32764117
http://doi.org/10.1016/S1473-3099(20)30113-4
http://doi.org/10.1016/S0140-6736(20)30154-9
http://doi.org/10.1056/NEJMoa2006100
http://doi.org/10.1136/bmj.m1375
http://www.ncbi.nlm.nih.gov/pubmed/32241884
http://doi.org/10.1093/cid/ciaa418
http://www.ncbi.nlm.nih.gov/pubmed/32271372
http://doi.org/10.2139/ssrn.3677918
http://doi.org/10.1002/jmv.25952
http://doi.org/10.3201/eid1005.030682
http://www.ncbi.nlm.nih.gov/pubmed/15200815
http://doi.org/10.3201/eid1010.040297
http://www.ncbi.nlm.nih.gov/pubmed/15504274
http://doi.org/10.1007/s10096-005-1299-5
http://www.ncbi.nlm.nih.gov/pubmed/15789222
http://doi.org/10.1016/S0140-6736(04)16255-7
http://doi.org/10.1056/NEJMc1511695


Viruses 2021, 13, 1025 21 of 23

131. Muth, D.; Corman, V.M.; Meyer, B.; Assiri, A.; Al-Masri, M.; Farah, M.; Steinhagen, K.; Lattwein, E.; Al-Tawfiq, J.A.; Albarrak, A.;
et al. Infectious Middle East Respiratory Syndrome Coronavirus Excretion and Serotype Variability Based on Live Virus Isolates
from Patients in Saudi Arabia. J. Clin. Microbiol. 2015, 53, 2951–2955. [CrossRef] [PubMed]

132. Park, W.B.; Poon, L.L.M.; Choi, S.J.; Choe, P.G.; Song, K.H.; Bang, J.H.; Kim, E.S.; Kim, H.B.; Park, S.W.; Kim, N.J.; et al. Replicative
virus shedding in the respiratory tract of patients with Middle East respiratory syndrome coronavirus infection. Int. J. Infect. Dis.
2018, 72, 8–10. [CrossRef]

133. La Scola, B.; Le Bideau, M.; Andreani, J.; Grimaldier, C.; Colson, P.; Gautret, P.; Raoult, D. Viral RNA load as determined by cell
culture as a management tool for discharge of SARS-CoV-2 patients from infectious disease wards. Eur. J. Clin. Microbiol. Infect.
Dis. 2020, 39, 1059–1061. [CrossRef]

134. Xiao, F.; Sun, J.; Xu, Y.; Li, F.; Huang, X.; Li, H.; Zhao, J.; Huang, J.; Zhao, J. Infectious SARS-CoV-2 in Feces of Patient with Severe
COVID-19. Emerg. Infect. Dis. 2020, 26, 1920–1922. [CrossRef] [PubMed]

135. Zhou, Y.; Zhang, Y.; Moorman, J.P.; Yao, Z.Q.; Jia, Z.S. Viral (hepatitis C virus, hepatitis B virus, HIV) persistence and immune
homeostasis. Immunology 2014, 143, 319–330. [CrossRef] [PubMed]

136. Deen, G.F.; Broutet, N.; Xu, W.; Knust, B.; Sesay, F.R.; McDonald, S.L.R.; Ervin, E.; Marrinan, J.E.; Gaillard, P.; Habib, N.; et al.
Ebola RNA Persistence in Semen of Ebola Virus Disease Survivors—Final Report. N. Engl. J. Med. 2017, 377, 1428–1437. [CrossRef]

137. Peiris, J.S.; Chu, C.M.; Cheng, V.C.; Chan, K.S.; Hung, I.F.; Poon, L.L.; Law, K.I.; Tang, B.S.; Hon, T.Y.; Chan, C.S.; et al. Clinical
progression and viral load in a community outbreak of coronavirus-associated SARS pneumonia: A prospective study. Lancet
2003, 361, 1767–1772. [CrossRef]

138. Gordon, D.E.; Jang, G.M.; Bouhaddou, M.; Xu, J.; Obernier, K.; White, K.M.; O’Meara, M.J.; Rezelj, V.V.; Guo, J.Z.; Swaney,
D.L.; et al. A SARS-CoV-2 protein interaction map reveals targets for drug repurposing. Nature 2020, 583, 459–468. [CrossRef]
[PubMed]

139. Stukalov, A.; Girault, V.; Grass, V.; Karayel, O.; Bergant, V.; Urban, C.; Haas, D.A.; Huang, Y.; Oubraham, L.; Wang, A.; et al.
Multilevel proteomics reveals host perturbations by SARS-CoV-2 and SARS-CoV. Nature 2021. [CrossRef]

140. Liu, W.D.; Chang, S.Y.; Wang, J.T.; Tsai, M.J.; Hung, C.C.; Hsu, C.L.; Chang, S.C. Prolonged virus shedding even after seroconver-
sion in a patient with COVID-19. J. Infect. 2020, 81, 318–356. [CrossRef] [PubMed]

141. Fontana, L.M.; Villamagna, A.H.; Sikka, M.K.; McGregor, J.C. Understanding viral shedding of severe acute respiratory coron-
avirus virus 2 (SARS-CoV-2): Review of current literature. Infect. Control Hosp. Epidemiol. 2020, 1–10. [CrossRef]

142. Sia, S.F.; Yan, L.M.; Chin, A.W.H.; Fung, K.; Choy, K.T.; Wong, A.Y.L.; Kaewpreedee, P.; Perera, R.; Poon, L.L.M.; Nicholls, J.M.;
et al. Pathogenesis and transmission of SARS-CoV-2 in golden hamsters. Nature 2020, 583, 834–838. [CrossRef]

143. van Kampen, J.J.A.; van de Vijver, D.; Fraaij, P.L.A.; Haagmans, B.L.; Lamers, M.M.; Okba, N.; van den Akker, J.P.C.; Endeman, H.;
Gommers, D.; Cornelissen, J.J.; et al. Duration and key determinants of infectious virus shedding in hospitalized patients with
coronavirus disease-2019 (COVID-19). Nat. Commun. 2021, 12, 267. [CrossRef] [PubMed]

144. Deng, W.; Bao, L.; Liu, J.; Xiao, C.; Liu, J.; Xue, J.; Lv, Q.; Qi, F.; Gao, H.; Yu, P.; et al. Primary exposure to SARS-CoV-2 protects
against reinfection in rhesus macaques. Science 2020, 369, 818–823. [CrossRef]

145. Chandrashekar, A.; Liu, J.; Martinot, A.J.; McMahan, K.; Mercado, N.B.; Peter, L.; Tostanoski, L.H.; Yu, J.; Maliga, Z.; Nekorchuk,
M.; et al. SARS-CoV-2 infection protects against rechallenge in rhesus macaques. Science 2020, 369, 812–817. [CrossRef] [PubMed]

146. Vibholm, L.K.; Nielsen, S.S.; Pahus, M.H.; Frattari, G.S.; Olesen, R.; Andersen, R.; Monrad, I.; Andersen, A.H.; Thomsen, M.M.;
Konrad, C.V.; et al. SARS-CoV-2 persistence is associated with antigen-specific CD8 T-cell responses. EBioMedicine 2021, 64,
103230. [CrossRef] [PubMed]

147. Marks, M.; Millat-Martinez, P.; Ouchi, D.; Roberts, C.H.; Alemany, A.; Corbacho-Monne, M.; Ubals, M.; Tobias, A.; Tebe, C.;
Ballana, E.; et al. Transmission of COVID-19 in 282 clusters in Catalonia, Spain: A cohort study. Lancet Infect. Dis. 2021, 1.
[CrossRef]

148. Fung, M.; Babik, J.M. COVID-19 in Immunocompromised Hosts: What We Know So Far. Clin. Infect. Dis. 2021, 72, 340–350.
[CrossRef] [PubMed]

149. Wood, W.A.; Neuberg, D.S.; Thompson, J.C.; Tallman, M.S.; Sekeres, M.A.; Sehn, L.H.; Anderson, K.C.; Goldberg, A.D.; Pennell,
N.A.; Niemeyer, C.M.; et al. Outcomes of patients with hematologic malignancies and COVID-19: A report from the ASH
Research Collaborative Data Hub. Blood Adv. 2020, 4, 5966–5975. [CrossRef] [PubMed]

150. Group, R.C.; Horby, P.; Lim, W.S.; Emberson, J.R.; Mafham, M.; Bell, J.L.; Linsell, L.; Staplin, N.; Brightling, C.; Ustianowski, A.;
et al. Dexamethasone in Hospitalized Patients with Covid-19—Preliminary Report. N. Engl. J. Med. 2020. [CrossRef]

151. Davies, M.A. HIV and risk of COVID-19 death: A population cohort study from the Western Cape Province, South Africa.
medRxiv 2020. [CrossRef]

152. Bhaskaran, K.; Rentsch, C.T.; MacKenna, B.; Schultze, A.; Mehrkar, A.; Bates, C.J.; Eggo, R.M.; Morton, C.E.; Bacon, S.C.J.; Inglesby,
P.; et al. HIV infection and COVID-19 death: A population-based cohort analysis of UK primary care data and linked national
death registrations within the OpenSAFELY platform. Lancet HIV 2021, 8, e24–e32. [CrossRef]

153. Geretti, A.M.; Stockdale, A.J.; Kelly, S.H.; Cevik, M.; Collins, S.; Waters, L.; Villa, G.; Docherty, A.; Harrison, E.M.; Turtle, L.; et al.
Outcomes of COVID-19 related hospitalization among people with HIV in the ISARIC WHO Clinical Characterization Protocol
(UK): A prospective observational study. Clin. Infect. Dis. 2020. [CrossRef]

154. Brown, L.B.; Spinelli, M.A.; Gandhi, M. The interplay between HIV and COVID-19: Summary of the data and responses to date.
Curr. Opin. HIV AIDS 2021, 16, 63–73. [CrossRef] [PubMed]

http://doi.org/10.1128/JCM.01368-15
http://www.ncbi.nlm.nih.gov/pubmed/26157150
http://doi.org/10.1016/j.ijid.2018.05.003
http://doi.org/10.1007/s10096-020-03913-9
http://doi.org/10.3201/eid2608.200681
http://www.ncbi.nlm.nih.gov/pubmed/32421494
http://doi.org/10.1111/imm.12349
http://www.ncbi.nlm.nih.gov/pubmed/24965611
http://doi.org/10.1056/NEJMoa1511410
http://doi.org/10.1016/S0140-6736(03)13412-5
http://doi.org/10.1038/s41586-020-2286-9
http://www.ncbi.nlm.nih.gov/pubmed/32353859
http://doi.org/10.1038/s41586-021-03493-4
http://doi.org/10.1016/j.jinf.2020.03.063
http://www.ncbi.nlm.nih.gov/pubmed/32283159
http://doi.org/10.1017/ice.2020.1273
http://doi.org/10.1038/s41586-020-2342-5
http://doi.org/10.1038/s41467-020-20568-4
http://www.ncbi.nlm.nih.gov/pubmed/33431879
http://doi.org/10.1126/science.abc5343
http://doi.org/10.1126/science.abc4776
http://www.ncbi.nlm.nih.gov/pubmed/32434946
http://doi.org/10.1016/j.ebiom.2021.103230
http://www.ncbi.nlm.nih.gov/pubmed/33530000
http://doi.org/10.1016/S1473-3099(20)30985-3
http://doi.org/10.1093/cid/ciaa863
http://www.ncbi.nlm.nih.gov/pubmed/33501974
http://doi.org/10.1182/bloodadvances.2020003170
http://www.ncbi.nlm.nih.gov/pubmed/33278301
http://doi.org/10.1056/NEJMoa2021436
http://doi.org/10.1101/2020.07.02.20145185
http://doi.org/10.1016/S2352-3018(20)30305-2
http://doi.org/10.1093/cid/ciaa1605
http://doi.org/10.1097/COH.0000000000000659
http://www.ncbi.nlm.nih.gov/pubmed/33186229


Viruses 2021, 13, 1025 22 of 23

155. Calza, L.; Bon, I.; Borderi, M.; Colangeli, V.; Borioni, A.; Re, M.C.; Viale, P. COVID-19 Outcomes in Patients with Uncontrolled
HIV-1 Infection. J. Acquir. Immune. Defic. Syndr. 2021, 86, e15–e17. [CrossRef] [PubMed]

156. Choi, B.; Choudhary, M.C.; Regan, J.; Sparks, J.A.; Padera, R.F.; Qiu, X.; Solomon, I.H.; Kuo, H.H.; Boucau, J.; Bowman, K.; et al.
Persistence and Evolution of SARS-CoV-2 in an Immunocompromised Host. N. Engl. J. Med. 2020, 383, 2291–2293. [CrossRef]
[PubMed]

157. Baang, J.H.; Smith, C.; Mirabelli, C.; Valesano, A.L.; Manthei, D.M.; Bachman, M.A.; Wobus, C.E.; Adams, M.; Washer, L.; Martin,
E.T.; et al. Prolonged Severe Acute Respiratory Syndrome Coronavirus 2 Replication in an Immunocompromised Patient. J. Infect.
Dis. 2021, 223, 23–27. [CrossRef]

158. Aydillo, T.; Gonzalez-Reiche, A.S.; Aslam, S.; van de Guchte, A.; Khan, Z.; Obla, A.; Dutta, J.; van Bakel, H.; Aberg, J.; Garcia-Sastre,
A.; et al. Shedding of Viable SARS-CoV-2 after Immunosuppressive Therapy for Cancer. N. Engl. J. Med. 2020, 383, 2586–2588.
[CrossRef]

159. Helleberg, M.; Niemann, C.U.; Moestrup, K.S.; Kirk, O.; Lebech, A.M.; Lane, C.; Lundgren, J. Persistent COVID-19 in an
Immunocompromised Patient Temporarily Responsive to Two Courses of Remdesivir Therapy. J. Infect. Dis. 2020, 222, 1103–1107.
[CrossRef]

160. Avanzato, V.A.; Matson, M.J.; Seifert, S.N.; Pryce, R.; Williamson, B.N.; Anzick, S.L.; Barbian, K.; Judson, S.D.; Fischer, E.R.;
Martens, C.; et al. Case Study: Prolonged Infectious SARS-CoV-2 Shedding from an Asymptomatic Immunocompromised
Individual with Cancer. Cell 2020, 183, 1901–1912.e1909. [CrossRef]

161. Sepulcri, C.; Dentone, C.; Mikulska, M.; Bruzzone, B.; Lai, A.; Fenoglio, D.; Bozzano, F.; Bergna, A.; Parodi, A.; Altosole, T.;
et al. The longest persistence of viable SARS-CoV-2 with recurrence of viremia and relapsing symptomatic COVID-19 in an
immunocompromised patient—A case study. Open Forum Infect. Dis. 2021. [CrossRef]

162. Beigel, J.H.; Tomashek, K.M.; Dodd, L.E.; Mehta, A.K.; Zingman, B.S.; Kalil, A.C.; Hohmann, E.; Chu, H.Y.; Luetkemeyer, A.;
Kline, S.; et al. Remdesivir for the Treatment of Covid-19—Final Report. N. Engl. J. Med. 2020, 383, 1813–1826. [CrossRef]

163. Rausch, J.W.; Capoferri, A.A.; Katusiime, M.G.; Patro, S.C.; Kearney, M.F. Low genetic diversity may be an Achilles heel of
SARS-CoV-2. Proc. Natl. Acad. Sci. USA 2020, 117, 24614–24616. [CrossRef] [PubMed]

164. CDC. Emerging SARS-CoV-2 Variants. 2021. Available online: https://www.cdc.gov/coronavirus/2019-ncov/more/science-
and-research/scientific-brief-emerging-variants.html (accessed on 30 January 2021).

165. Mulder, M.; van der Vegt, D.; Oude Munnink, B.B.; GeurtsvanKessel, C.H.; van de Bovenkamp, J.; Sikkema, R.S.; Jacobs, E.M.G.;
Koopmans, M.P.G.; Wegdam-Blans, M.C.A. Reinfection of SARS-CoV-2 in an immunocompromised patient: A case report. Clin.
Infect. Dis. 2020. [CrossRef]

166. Goldman, J.D.; Wang, K.; Roltgen, K.; Nielsen, S.C.A.; Roach, J.C.; Naccache, S.N.; Yang, F.; Wirz, O.F.; Yost, K.E.; Lee, J.Y.; et al.
Reinfection with SARS-CoV-2 and Failure of Humoral Immunity: A case report. medRxiv 2020. [CrossRef]

167. Tillett, R.L.; Sevinsky, J.R.; Hartley, P.D.; Kerwin, H.; Crawford, N.; Gorzalski, A.; Laverdure, C.; Verma, S.C.; Rossetto, C.C.;
Jackson, D.; et al. Genomic evidence for reinfection with SARS-CoV-2: A case study. Lancet Infect. Dis. 2021, 21, 52–58. [CrossRef]

168. To, K.K.; Hung, I.F.; Ip, J.D.; Chu, A.W.; Chan, W.M.; Tam, A.R.; Fong, C.H.; Yuan, S.; Tsoi, H.W.; Ng, A.C.; et al. COVID-19
re-infection by a phylogenetically distinct SARS-coronavirus-2 strain confirmed by whole genome sequencing. Clin. Infect. Dis.
2020. [CrossRef]

169. Van Elslande, J.; Vermeersch, P.; Vandervoort, K.; Wawina-Bokalanga, T.; Vanmechelen, B.; Wollants, E.; Laenen, L.; Andre, E.;
Van Ranst, M.; Lagrou, K.; et al. Symptomatic SARS-CoV-2 reinfection by a phylogenetically distinct strain. Clin. Infect. Dis. 2020.
[CrossRef] [PubMed]

170. Selhorst, P.; Van Ierssel, S.; Michiels, J.; Marien, J.; Bartholomeeusen, K.; Dirinck, E.; Vandamme, S.; Jansens, H.; Arien, K.K.
Symptomatic SARS-CoV-2 reinfection of a health care worker in a Belgian nosocomial outbreak despite primary neutralizing
antibody response. Clin. Infect. Dis. 2020. [CrossRef] [PubMed]

171. Prado-Vivar, B.; Becerra-Wong, M.; Guadalupe, J.J.; Marquez, S.; Gutierrez, B.; Rojas-Silva, P.; Grunauer, M.; Trueba, G.; Barragan,
V.; Cardenas, P. A case of SARS-CoV-2 reinfection in Ecuador. Lancet. Infect. Dis. 2020. [CrossRef]

172. Gupta, V.; Bhoyar, R.C.; Jain, A.; Srivastava, S.; Upadhayay, R.; Imran, M.; Jolly, B.; Divakar, M.K.; Sharma, D.; Sehgal, P.; et al.
Asymptomatic reinfection in two healthcare workers from India with genetically distinct SARS-CoV-2. Clin. Infect. Dis. 2020.
[CrossRef]

173. Lee, J.S.; Kim, S.Y.; Kim, T.S.; Hong, K.H.; Ryoo, N.H.; Lee, J.; Park, J.H.; Cho, S.I.; Kim, M.J.; Kim, Y.G.; et al. Evidence of Severe
Acute Respiratory Syndrome Coronavirus 2 Reinfection After Recovery from Mild Coronavirus Disease 2019. Clin. Infect. Dis.
2020. [CrossRef]

174. Lumley, S.F.; O’Donnell, D.; Stoesser, N.E.; Matthews, P.C.; Howarth, A.; Hatch, S.B.; Marsden, B.D.; Cox, S.; James, T.; Warren, F.;
et al. Antibody Status and Incidence of SARS-CoV-2 Infection in Health Care Workers. N. Engl. J. Med. 2020. [CrossRef]

175. Seow, J.; Graham, C.; Merrick, B.; Acors, S.; Pickering, S.; Steel, K.J.; Hemmings, O.; O’Byrne, A.; Kouphou, N.; Galao, R.P.; et al.
Longitudinal observation and decline of neutralizing antibody responses in the three months following SARS-CoV-2 infection in
humans. Nat. Microbiol. 2020, 5, 1598–1607. [CrossRef]

176. Hanrath, A.T.; Payne, B.A.I.; Duncan, C.J.A. Prior SARS-CoV-2 infection is associated with protection against symptomatic
reinfection. J. Infect. 2020, 82, e29–e30. [CrossRef] [PubMed]

http://doi.org/10.1097/QAI.0000000000002537
http://www.ncbi.nlm.nih.gov/pubmed/33065583
http://doi.org/10.1056/NEJMc2031364
http://www.ncbi.nlm.nih.gov/pubmed/33176080
http://doi.org/10.1093/infdis/jiaa666
http://doi.org/10.1056/NEJMc2031670
http://doi.org/10.1093/infdis/jiaa446
http://doi.org/10.1016/j.cell.2020.10.049
http://doi.org/10.1093/ofid/ofab217
http://doi.org/10.1056/NEJMoa2007764
http://doi.org/10.1073/pnas.2017726117
http://www.ncbi.nlm.nih.gov/pubmed/32958678
https://www.cdc.gov/coronavirus/2019-ncov/more/science-and-research/scientific-brief-emerging-variants.html
https://www.cdc.gov/coronavirus/2019-ncov/more/science-and-research/scientific-brief-emerging-variants.html
http://doi.org/10.1093/cid/ciaa1538
http://doi.org/10.1101/2020.09.22.20192443
http://doi.org/10.1016/S1473-3099(20)30764-7
http://doi.org/10.1093/cid/ciaa1275
http://doi.org/10.1093/cid/ciaa1330
http://www.ncbi.nlm.nih.gov/pubmed/32887979
http://doi.org/10.1093/cid/ciaa1850
http://www.ncbi.nlm.nih.gov/pubmed/33315049
http://doi.org/10.1016/S1473-3099(20)30910-5
http://doi.org/10.1093/cid/ciaa1451
http://doi.org/10.1093/cid/ciaa1421
http://doi.org/10.1056/NEJMoa2034545
http://doi.org/10.1038/s41564-020-00813-8
http://doi.org/10.1016/j.jinf.2020.12.023
http://www.ncbi.nlm.nih.gov/pubmed/33373652


Viruses 2021, 13, 1025 23 of 23

177. Abu-Raddad, L.J.; Chemaitelly, H.; Malek, J.A.; Ahmed, A.A.; Mohamoud, Y.A.; Younuskunju, S.; Ayoub, H.H.; Al Kanaani, Z.;
Al Khal, A.; Al Kuwari, E.; et al. Assessment of the risk of SARS-CoV-2 reinfection in an intense re-exposure setting. Clin. Infect.
Dis. 2020. [CrossRef]

178. Lauring, A.S.; Hodcroft, E.B. Genetic Variants of SARS-CoV-2-What Do They Mean? JAMA 2021. [CrossRef] [PubMed]
179. Harrington, D.; Kele, B.; Pereira, S.; Couto-Parada, X.; Riddell, A.; Forbes, S.; Dobbie, H.; Cutino-Moguel, T. Confirmed Reinfection

with SARS-CoV-2 Variant VOC-202012/01. Clin. Infect. Dis. 2021. [CrossRef]
180. Madhi, S.A.; Baillie, V.; Cutland, C.L.; Voysey, M.; Koen, A.L.; Fairlie, L.; Padayachee, S.D.; Dheda, K.; Barnabas, S.L.; Bhorat, Q.E.;

et al. Efficacy of the ChAdOx1 nCoV-19 Covid-19 Vaccine against the B.1.351 Variant. N. Engl. J. Med. 2021. [CrossRef] [PubMed]
181. Zhou, B.; Thao, T.T.N.; Hoffmann, D.; Taddeo, A.; Ebert, N.; Labroussaa, F.; Pohlmann, A.; King, J.; Steiner, S.; Kelly, J.N.; et al.

SARS-CoV-2 spike D614G change enhances replication and transmission. Nature 2021, 592, 122–127. [CrossRef] [PubMed]
182. Korber, B.; Fischer, W.M.; Gnanakaran, S.; Yoon, H.; Theiler, J.; Abfalterer, W.; Hengartner, N.; Giorgi, E.E.; Bhattacharya, T.; Foley,

B.; et al. Tracking Changes in SARS-CoV-2 Spike: Evidence that D614G Increases Infectivity of the COVID-19 Virus. Cell 2020,
182, 812–827.e819. [CrossRef]

183. Tegally, H.; Wilkinson, E.; Giovanetti, M.; Iranzadeh, A.; Fonseca, V.; Giandhari, J.; Doolabh, D.; Pillay, S.; San, E.J.; Msomi, N.;
et al. Detection of a SARS-CoV-2 variant of concern in South Africa. Nature 2021, 592, 438–443. [CrossRef] [PubMed]

184. Tegally, H.; Wilkinson, E.; Lessells, R.J.; Giandhari, J.; Pillay, S.; Msomi, N.; Mlisana, K.; Bhiman, J.N.; von Gottberg, A.; Walaza, S.;
et al. Sixteen novel lineages of SARS-CoV-2 in South Africa. Nat. Med. 2021, 27, 440–446. [CrossRef]

185. Zhang, W.; Davis, B.D.; Chen, S.S.; Sincuir Martinez, J.M.; Plummer, J.T.; Vail, E. Emergence of a Novel SARS-CoV-2 Variant in
Southern California. JAMA 2021, 325, 1324–1326. [CrossRef]

186. Annavajhala, M.K.; Mohri, H.; Zucker, J.E.; Sheng, Z.; Wang, P.; Gomez-Simmonds, A.; Ho, D.D.; Uhlemann, A.C. A Novel
SARS-CoV-2 Variant of Concern, B.1.526, Identified in New York. medRxiv 2021. [CrossRef]

187. Candido, D.S.; Claro, I.M.; de Jesus, J.G.; Souza, W.M.; Moreira, F.R.R.; Dellicour, S.; Mellan, T.A.; du Plessis, L.; Pereira, R.H.M.;
Sales, F.C.S.; et al. Evolution and epidemic spread of SARS-CoV-2 in Brazil. Science 2020, 369, 1255–1260. [CrossRef]

188. Sabino, E.C.; Buss, L.F.; Carvalho, M.P.S.; Prete, C.A., Jr.; Crispim, M.A.E.; Fraiji, N.A.; Pereira, R.H.M.; Parag, K.V.; da Silva
Peixoto, P.; Kraemer, M.U.G.; et al. Resurgence of COVID-19 in Manaus, Brazil, despite high seroprevalence. Lancet 2021, 397,
452–455. [CrossRef]

189. Rambaut, A.; Holmes, E.C.; O’Toole, A.; Hill, V.; McCrone, J.T.; Ruis, C.; du Plessis, L.; Pybus, O.G. A dynamic nomenclature
proposal for SARS-CoV-2 lineages to assist genomic epidemiology. Nat. Microbiol. 2020, 5, 1403–1407. [CrossRef]

190. Dennis, A.; Wamil, M.; Kapur, S.; Alberts, J.; Badley, A.D.; Decker, G.A.; Rizza, S.A.; Banerjee, R.; Banerjee, A. Multi-organ
impairment in low-risk individuals with long COVID. medrxiv 2020. [CrossRef]

191. Davis, H.E.; Assaf, G.S.; McCorkell, L.; Wei, H.; Low, R.J.; Re’em, Y.; Redfield, S.; Austin, J.P.; Akrami, A. Characterizing Long
COVID in an International Cohort: 7 Months of Symptoms and Their Impact. medrxiv 2020. [CrossRef]

192. Salmon-Ceron, D.; Slama, D.; De Broucker, T.; Karmochkine, M.; Pavie, J.; Sorbets, E.; Etienne, N.; Batisse, D.; Spiridon, G.; Baut,
V.L.; et al. Clinical, virological and imaging profile in patients with prolonged forms of COVID-19: A cross-sectional study. J.
Infect. 2020. [CrossRef]

193. Davido, B.; Seang, S.; Tubiana, R.; de Truchis, P. Post-COVID-19 chronic symptoms: A postinfectious entity? Clin. Microbiol. Infect.
2020, 26, 1448–1449. [CrossRef]

194. NIH. Post-Acute Sequelae of SARS-CoV-2 Infection (PASC) Initiative Research Opportunity Announcements (ROAs). 2021. Avail-
able online: https://www.niams.nih.gov/grants-funding/post-acute-sequelae-sars-cov-2-infection-pasc-initiative-research-
opportunity (accessed on 10 March 2021).

195. Carfi, A.; Bernabei, R.; Landi, F.; Gemelli Against, C.-P.-A.C.S.G. Persistent Symptoms in Patients After Acute COVID-19. JAMA
2020, 324, 603–605. [CrossRef]

196. Ackermann, M.; Verleden, S.E.; Kuehnel, M.; Haverich, A.; Welte, T.; Laenger, F.; Vanstapel, A.; Werlein, C.; Stark, H.; Tzankov,
A.; et al. Pulmonary Vascular Endothelialitis, Thrombosis, and Angiogenesis in Covid-19. N. Engl. J. Med. 2020, 383, 120–128.
[CrossRef] [PubMed]

http://doi.org/10.1093/cid/ciaa1846
http://doi.org/10.1001/jama.2020.27124
http://www.ncbi.nlm.nih.gov/pubmed/33404586
http://doi.org/10.1093/cid/ciab014
http://doi.org/10.1056/NEJMoa2102214
http://www.ncbi.nlm.nih.gov/pubmed/33725432
http://doi.org/10.1038/s41586-021-03361-1
http://www.ncbi.nlm.nih.gov/pubmed/33636719
http://doi.org/10.1016/j.cell.2020.06.043
http://doi.org/10.1038/s41586-021-03402-9
http://www.ncbi.nlm.nih.gov/pubmed/33690265
http://doi.org/10.1038/s41591-021-01255-3
http://doi.org/10.1001/jama.2021.1612
http://doi.org/10.1101/2021.02.23.21252259
http://doi.org/10.1126/science.abd2161
http://doi.org/10.1016/S0140-6736(21)00183-5
http://doi.org/10.1038/s41564-020-0770-5
http://doi.org/10.1101/2020.10.14.20212555
http://doi.org/10.1101/2020.12.24.20248802
http://doi.org/10.1016/j.jinf.2020.12.002
http://doi.org/10.1016/j.cmi.2020.07.028
https://www.niams.nih.gov/grants-funding/post-acute-sequelae-sars-cov-2-infection-pasc-initiative-research-opportunity
https://www.niams.nih.gov/grants-funding/post-acute-sequelae-sars-cov-2-infection-pasc-initiative-research-opportunity
http://doi.org/10.1001/jama.2020.12603
http://doi.org/10.1056/NEJMoa2015432
http://www.ncbi.nlm.nih.gov/pubmed/32437596

	Introduction 
	SARS-CoV-2 and Its Tropism 
	SARS-CoV-2 Origin 
	SARS-CoV-2 Tropism 

	COVID-19 Pathogenesis 
	SARS-CoV-2 and Persistent Viral Shedding 
	Viral Dynamics and Duration of Infectiousness 
	The Relevance of Prolonged SARS-CoV-2 Viral Shedding 
	Role of SARS-CoV-2 Organotropism and Immune Privilege in Viral Persistence 
	Mechanism of SARS-CoV-2 Evasion and Subversion of Host Immunity 
	Viral Persistence in Immunocompetent Hosts 
	Viral Persistence in Immunocompromised Hosts 


	SARS-CoV-2 Reinfection 
	The Post-Acute Sequalae of SARS-CoV-2 Infection (PASC) 
	Conclusions 
	References

