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Abstract
Experts around the globe named it Severe Acute Respiratory Syndrome Coronavirus 2, “SARS-CoV-2”; interchangeably
it is called COVID-19 or coronavirus. COVID-19 is new emerged respiratory disease first identified in Wuhan city, China.
It became pandemic which reaches around the world with a short time. It also has a significant crisis in human life, socio-economic activities. Currently, countries around the world become more interconnected in the economy and other
human activities; because of this the crisis spread almost all countries and the crisis impact too. This review aimed to
summarize the current knowledge of coronavirus. Therefore, this review was different topics about the current virus. The
origin of the virus expected to be from animals, either from bat or pangolin or other unsuspected animals. Scientist identifies the taxonomical classification of these newly emerged pandemic viruses, accordingly, they suggest that it belongs
to the same species with SARSr-CoV. In the meantime, in this review the following topics were addressed, the ways of
transmission mainly based on contact with the infected person nasal droplets, the virus attachment and entry mechanism to the host cell, the clinical symptoms of the infected person, and the risk factors for this virus also another included
topic. Additionally, human life and economic losses, prevention measures, promising treatments also comprised. As
expected if the virus sourced from the animal, the human should avoid unnecessary contact with them. Moreover, the
scientist should develop a methodology to prevent and cure for unexpected disease happening.
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Introduction

can infect people and then spread between people [1].

COVID-19 is a new respiratory virus that was first identified in the central Chinese city of Wuhan, in Hubei Province,
in December 2019 [1]. It has since spread across China and
around the world, with major outbreaks occurring in parts
of Asia and Europe and the United States. On January 30,
2020, the WHO declared a Public Health Emergency of International Concern and on March 11 declared a pandemic,
global outbreak of a disease [2]. According to the Oxford dictionary definition the name corona defined as (/kəˈrəʊnə/- a
part of the body resembling or likened to a crown). The acronym COVID-19 stands for CO - corona’, ‘VI - viruses, ‘D - disease’,’19 - the year 2019’ [3].

Depending on the intensity of the pathogen, its mode of
transmission, herd immunity, and prevalence and incidence
of the illness and disease in the community disease outbreaks
can be endemic when a disease is constantly present in a
community. Disease outbreaks take the forms of pandemics
when a large population, over a broad geographical area becomes susceptible to the disease agents, as a result of the
simultaneous outbreaks of the diseases [4].

Global experts on viruses have officially named the virus
causing the outbreak “SARS-CoV-2.” This is an abbreviation
of “Severe Acute Respiratory Syndrome Coronavirus 2”. After
researching the new coronavirus, scientists determined it is
closely related to the virus that caused the SARS epidemic in
2002 and 2003. The virus that caused SARS is known as SARSCoV, so this new coronavirus is called SARS-CoV-2. They are
common in many different species of animals, including camels, cattle, cats, and bats. Rarely, these animal coronaviruses

SARS-CoV-2 is the seventh coronavirus known to infect
humans; SARS-CoV, MERS-CoV and SARS-CoV-2 can cause
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severe disease, whereas HKU1, NL63, OC43 and 229E are associated with mild symptoms [5]. Presently, there are four,
endemic, coronavirus strains currently circulating in human
populations (229E, HKU1, NL63, OC43). If the novel coronavirus follows the pattern of 2009 H1N1 pandemic influenza, it
will also spread globally and become a fifth endemic coronavirus within the human population [6]. This review was aim to
figure out major entity about COVID-19.

Expected Origin of COVID-19
Numerous mammal and avian species can be infected and
the virus will cause acute disease. In several of these acute
infections, the virus involved seems to have recently been
adapted to the new host from other, often unknown sources. Various bat species have been found to support persistent
asymptomatic infections by specific versions of SARS viruses.
In fact six novel coronaviruses were isolated from six different
bat species showing an astonishing diversity in bats [7].
Phylogenetic analysis indicates that all bat coronaviruses
appear to have descended from a common ancestor. Only
one of these bat groups includes SARS and SARS-like coronaviruses that adapted to acute human infections [7].
Huanan food market in Wuhan, was suggesting an intermediate animal host where adaptation to human transmission might have occurred. Live hedgehogs, badgers, snakes
and turtledoves were sold at the Huanan market. Claims were
made, but were not (yet) substantiated that snakes or pangolins were intermediate hosts for creating the coronavirus by
recombination events [8].
It appears that most of the early cases had contact history with the original seafood market; however, the disease
has now progressed to be transmitted by human-to-human
contact. Full-length genome sequences were obtained from
five patients at an early stage of the outbreak. The sequences are almost identical and share 79.6% sequence identity to
SARS-CoV. Furthermore, 2019-nCoV is 96% identical at the
whole-genome level to a bat coronavirus. Pair wise protein
sequence analysis of seven conserved non-structural proteins
domains show that this virus belongs to the species of SARSrCoV. The close phylogenetic relationship to RaTG13 provides
evidence that 2019-nCoV may have originated in bats [3].

sequences of strains belonging to four coronavirus genera
(Alphacoronavirus, Betacoronavirus, Gammacoronavirus,
and Deltacoronaviruses) [9]. The genome sequence of the
virus isolated pangolin-associated coronaviruses that belong
to two sub-lineages of SARS-CoV-2-related coronaviruses, including one that exhibits strong similarity (99.83-99.92%) to
SARS-CoV-2 in the receptor-binding domain. The discovery of
multiple lineages of pangolin coronavirus and their similarity
to SARS- CoV-2 suggests that pangolins should be considered
as possible hosts in the emergence of novel coronaviruses
[10]. Pangolin should be removed from wet markets to prevent zoonotic transmission [10].
Furthermore, another whole genome sequences study
sagest, the Pangolin-CoV genome was highly similar throughout the genome to 2019-nCoV and Bat SARSr-CoV RaTG13,
with sequence identity between 80 and 98%, except for the
S gene. Pangolin-CoV is more similar to 2019-nCoV-like and
Bat-CoV-RaTG13. The receptor-binding domain (RBD) of the
S protein of Pangolin-CoV has only one amino acid difference
from that of 2019-nCoV. One coronavirus isolated from Malayan pangolins showed 100%, 98.2%, 96.7% and 90.4% amino acid identity with 2019-nCoV in the E, M, N and S genes,
respectively [11].
The comparison study from bat and pangolin by Li and his
friends explain that BetaCoV/bat/Yunnan/RaTG13/2013 virus
was more similar to the SARS-CoV-2 virus than the coronavirus obtained from the two pangolin samples (SRR10168377
and SRR10168378). Additionally, a unique peptide (PRRA) insertion was identified in the human SARS-CoV-2 virus, which
may be involved in the proteolytic cleavage of the spike protein by cellular proteases, and thus could impact host range
and transmissibility. Interestingly, the coronavirus carried by
pangolins did not have the RRAR motif. Therefore, we concluded that the human SARS-CoV-2 virus, which is responsible
for the recent outbreak of COVID-19, did not come directly
from pangolins [12].

Taxonomy of COVID-19

Covid-19 is not a laboratory construct or a purposefully
manipulated virus; instead, two scenarios that can plausibly
explain the origin of SARS-CoV-2: (i) Natural selection in an
animal host before zoonotic transfer; and (ii) Natural selection in humans following zoonotic transfer, whether selection
during passage could have given rise to SARS-CoV-2 [5].

Pairwise protein sequence analysis of seven conserved
non-structural proteins domains show that this virus belongs
to the species of SARSr-CoV [3]. Notably, 2019-nCoV was
closely related (with 88% identity) to two bat-derived severe acute respiratory syndrome (SARS)-like coronaviruses,
bat-SL-CoVZC45 and bat-SL-CoVZXC21, collected in 2018 in
Zhoushan, eastern China, but were more distant from SARSCoV (about 79%) and MERS-CoV (about 50%). Phylogenetic
analysis revealed that 2019-nCoV fell within the subgenus
Sarbecovirus of the genus Betacoronavirus, with a relatively
long branch length to its closest relative bat-SL-CoVZC45 and
bat-SL-CoVZXC21, and was genetically distinct from SARSCoV. Notably, homology modeling revealed that 2019-nCoV
had a similar receptor-binding domain structure to that of
SARS-CoV, despite amino acid variation at some key residues
[13].

Not only bat, pangolin or other ambiguous reservoir hosts
are suspected for various coronaviruses. Study showed that
there was high species variety of coronavirus detected as
potential pathogens of Malayan pangolins. Whole genome

A Blast search of the complete genomes of 2019-nCoV revealed that the most closely related viruses available on GenBank were bat-SL-CoVZC45 (sequence identity 87.99%; query coverage 99%) and another SARS-like betacoronavirus of

Detailed understanding of how an animal virus jumped
species boundaries to infect humans so productively will help
in the prevention of future zoonotic events. Irrespective of
the exact mechanisms by which SARS-CoV-2 originated via
natural selection, the ongoing surveillance of pneumonia in
humans and other animals is clearly of utmost importance [5].
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bat origin, bat-SL-CoVZXC21 (accession number MG772934;
87.23%; query coverage 98%) [13]. The final genome of sequenced SARS-CoV-2 consists of a single, positive-stranded
RNA that is 29,811 nucleotides long, broken down as follows:
8,903 (29.86%) adenosines, 5,482 (18.39%) cytosines, 5,852
(19.63%) guanines, and 9,574 (32.12%) thymines [14].
The virus genome consists of six major open-reading
frames (ORFs) that are common to coronaviruses and a number of other accessory genes. Further analysis indicates that
some of the 2019-nCoV genes shared less than 80% nucleotide sequence identity to SARS-CoV. The amino acid sequences of the seven conserved replicase domains in ORF1ab that
were used for CoV species classification were 94.4% identical
between 2019-nCoV and SARS-CoV, suggesting that the two
viruses belong to the same species, SARSr-CoV [3].

The Scenario of Evolution of Virus
RNA and DNA viruses were thought to be evolutionary unrelated. However, the overall similarity between virus structures a protein coat enclosing a nucleoprotein filament at
least suggests a common mechanism for their appearance.
Three hypotheses have been pro- posed to explain the emergence of viruses: (i) They are relics of pre-cellular life forms;
(ii) They are derived by reduction from unicellular organisms
(via parasitic-driven evolution); (iii) They originated from fragments of genetic material that escaped from the control of
the cell and became parasitic [15].

Ways of Transmission
The complete transmission routines of this virus among
hosts are not yet know. It appears that the virus is becoming
more transmissible between humans. Close monitor whether
the virus continues to evolve to become more virulent [3].
Characteristics of COVID-19 more closely resemble those
of influenza A (H1N1) pdm09, than those of SARS-CoV in
2003. However, prevention and control strategies are more
difficult than those for influenza pandemic, since morbidity is
different and no vaccine or specific treatment agents against
this new virus are expected in the near future [16].
Common sense etiquettes will help mitigate the risk of
transmission: hand hygiene, cough etiquette, and avoiding
crowded places for high-risk people (e.g., elderly or immune
compromised). People with mild symptoms of acute respiratory illness are not likely to benefit from medical care, regardless of etiologic agents. Visiting healthcare facilities without
proper protection will risk others if one has COVID-19, or risk
oneself otherwise. The public should be advised to stay home
if mildly ill, and seek medical care in a coordinated way if
symptoms persist or aggravate [16].
Airborne transmission was considered to be a possible
explanation, other potential modes of transmission [17]. Although, cannot rule out other possible routes of transmission,
as further investigation, including more patients, is required
[3]. It appeared to be potentially from a zoonotic spillover at
Huanan seafood wholesale market. Subsequent cases were
because of person to person transmission [18].
Alebachew. Res Rev Infect Dis 2020, 3(2):87-93

Cases have been reported where a patient could infect
their close contacts even after “apparent recovery” from the
infection. Half of the patients continued to be viral positive
even after the resolution of symptoms up to eight days. The
viral clearance kinetics were 12 days [19].

Attachment and entry to the host
Many studies have shown that viruses use cellular proteins
for multiple purposes in their replication cycles, including the
attachment and entry into the cells, the initiation and regulation of RNA replication/transcription, the translation of their
mRNAs, and the assembly of progeny virus [20]. COVID-2019
virus isolated from the broncho-alveolar lavage fluid of a critically ill patient could be neutralized by sera from several patients. Notably, the virus uses the same cell entry receptor
angiotensin converting enzyme II (ACE2) as SARS-CoV [3].
Coronaviruses use their spike proteins to select and enter
target cells and insights intonCoV-2019 spike (S)-driven entry
might facilitate assessment of pandemic potential and reveal
therapeutic targets. 2019-nCoV-S uses the SARS-coronavirus
receptor, ACE2, for entry the cellular protease TMPRSS2 for
2019-nCoV-S priming. A TMPRSS2 inhibitor blocked entry and
might constitute a treatment option [21].
Gene nomenclature Orf9b no. of amino acid residues in
product (98), crystal structure of Orf9b, an alternative ORF
within the N gene, may be involved in membrane attachment
and associates with intracellular vesicles, consistent with a
role in assembly of the virion [22].
ACE2 is known to be a cell receptor for SARS-CoV. To determine whether 2019-nCoV also uses ACE2 as a cellular entry
receptor, virus infectivity studies conducted using HeLa cells
that expressed or did not express ACE2 proteins from humans, Chinese horseshoe bats, civets, pigs and mice. Therefore, 2019-nCoV is able to use all ACE2 proteins, except for
mouse ACE2, as an entry receptor to enter ACE2- expressing
cells, but not cells that did not express ACE2, indicating that
ACE2 is probably the cell receptor through which 2019-nCoV
enters cells. However, 2019-nCoV does not use other coronavirus receptors, such as aminopeptidase N (APN) and dipeptidyl peptidase 4 (DPP4) [3].

Clinical Symptoms of COVID-19 Infected Person
According to [23], 1099 sampled laboratory-confirmed
cases, found that the common clinical manifestations included fever (88.7%), cough (67.8%), fatigue (38.1%), sputum
production (33.4%), shortness of breath (18.6%), sore throat
(13.9%), and headache (13.6%). Moreover, from 34 patients
the most common symptoms were fever (17 cases, 50%) and
cough (13 cases, 38%). In the 34 cases, the white blood cell
counts of 28 cases (82%) were normal. Five cases had white
blood cell counts more than 10 × 109/L. One case had white
blood cell counts less than 4 × 109/L [24].
In the severe patients, the neutrophil count, D-dimer,
blood urea, and creatinine levels were higher significantly,
and the lymphocyte counts continued to decrease. Additionally, inflammatory factors interleukin (IL)-6, IL-10, tumor neOpen Access | Page 89 |
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crosisfactor-α (TNF-α) increase, indicating the immune status
of patients. The data showed that ICU patients had higher
plasma levels of IL-2, IL-7, IL-10, granulocyte colony-stimulating factor (GCSF), 10 kD interferon- gamma-induced protein
(IP-10), monocyte chemo- attractant protein-1 (MCP-1), macrophage inflammatory protein 1-α (MIP-1α), and TNF-α [23].
Another study total of 201 patients were included, the
most commonly self-reported symptoms at onset of illness
were fever (93.5%), cough (81.1%), productive cough (41.3%),
dyspnea (39.8%), and fatigue or myalgia (32.3%). The majority (76.6%) of patients had fever with cough; (36.8%) had fever with dyspnea; (32.8%) had fever with fatigue, myalgia,
or headache; and only (6.5%) presented with fever alone.
About (95.0%) patients had findings of bilateral infiltrates on
radiographic imaging, while 10 (5.0%) patients had unilateral
infiltrates. Of the 201 patients, 165 (82.1%) required oxygen
support in the hospital [25].
According to [23], from 41 patients, common symptoms
at onset of illness were fever (98%), cough (76%), and myalgia
or fatigue (44%); less common symptoms were sputum production (11 [28%] of 39), headache (three [8%] of 38), haemoptysis (two [5%] of 39), and diarrhoea (one [3%] of 38).
Dyspnoea developed in 22 (55%) of 40 patients (median time
from illness onset to dyspnoea 8.0 days [IQR 5.0-13.0]). 26
(63%) of 41 patients had lymphopenia. All 41 patients had
pneumonia with abnormal findings on chest CT. Complications included acute respiratory distress syndrome (29%),
RNAaemia (15%), acute cardiac injury (12%) and secondary
infection (four 10%). (32%) patients were admitted to an ICU
and six (15%) were died.

Risk Factors of COVID-19
It is difficult to determine the risk factors with the limited
number of sample size, and the estimation leading to poor
clinical outcomes has not been well delineated, it is early to
determine the risk factor with small case for coronavirus [26].
In bivariate Cox regression analysis, risk factors associated with the development of ARDS (acute respiratory distress syndrome) and progression from ARDS to death included older age (hazard ratio [HR], 3.26; 95% CI 2.08-5.11; and
HR, 6.17; 95% CI, 3.26-11.67, respectively), neutrophilia (HR,
1.14; 95% CI, 1.09-1.19; and HR, 1.08; 95% CI, 1.01-1.17, respectively), and organ and coagulation dysfunction (eg, higher lactate dehydrogenase [HR, 1.61; 95% CI, 1.44-1.79; and
HR, 1.30; 95% CI, 1.11-1.52, respectively] and D-dimer [HR,
1.03; 95% CI, 1.01-1.04; and HR, 1.02; 95% CI, 1.01-1.04, respectively]). High fever (39 °C) was associated with higher
likelihood of ARDS development (HR, 1.77; 95% CI, 1.11-2.84)
and lower likelihood of death (HR, 0.41; 95% CI, 0.21-0.82).
Among patients with ARDS, treatment with methylprednisolone decreased the risk of death (HR, 0.38; 95% CI, 0.20-0.72).
Older age was associated with greater risk of developing
ARDS and death, likely because of less rigorous immune response. Although fever was associated with the development
of ARDS, it was also associated with better outcomes. Several
factors related to the development of ARDS were not associated with death, which indicates that different pathophysioAlebachew. Res Rev Infect Dis 2020, 3(2):87-93

logical changes from hospital admission to development of
ARDS and from development of ARDS to death may exist [25].
Additionally, ABO blood group showed different for coronavirus susceptibility. Meta-analyses two hospitals in China,
the pooled data showed that blood group A had a significantly higher risk for COVID-19 (odds ratio-OR, 1.20; 95%
confidence interval-CI 1.02 ~ 1.43, P = 0.02) compared with
non-A blood groups, whereas blood group O had a significantly lower risk for the infectious disease (OR, 0.67; 95% CI
0.60 ~ 0.75, P < 0.001) compared with non-O blood groups. O
blood group hospital staffs were less chance of getting infected. Anti-A antibodies specifically inhibited the adhesion of
SARS-CoV S protein-expressing cells to ACE2-expressing cell
lines. Given the nucleic acid sequence similarity and receptor
angiotensin-converting enzyme 2 (ACE2) binding similarity
between SARS-CoV and SARS-CoV-2. The lower susceptibility
of blood group O and higher susceptibility of blood group A
for COVID-19 could be linked to the presence of natural anti-blood group antibodies, particularly anti-A antibody, in the
blood. This hypothesis will need direct studies to prove. There
may also be other mechanisms underlying the ABO blood
group-differentiated susceptibility for COVID-19 that require
further studies to elucidate [27].
Another study on191 patients (135 from Jinyintan Hospital and 56 from Wuhan Pulmonary Hospital, in China), of
whom 137 were discharged and 54 died in hospital. (48%)
patients had comorbidity, with hypertension being the most
common (30%) patients, followed by diabetes (19%) and coronary heart disease (8%). Multivariable regression showed
increasing odds of in-hospital death associated with older
age (odds ratio 1.10, 95% CI 1.03-1.17, per year increase; p =
0.0043), higher Sequential Organ Failure Assessment (SOFA)
score (5.65, 2.61-12.23; p < 0.0001), and d-dimer greater than
1 µg/L (18.42, 2.64-128.55; p = 0.0033) on admission [28].

The human life loss due to this virus
According to WHO 30th March situation report, the total
confirmed case up to the date of report comprehend 693,224
total confirmed case happen from which 33106 (4.77) were
died this is not included the new confirmed cases, the percentage of mortality due to this disease might be higher only
from this total confirmed cases. Table 1, indicates that the total disease and death case yet across the region of the world
[29].

The Economic Loss
The world economy become drop, many factories closed
or produce under their capacity, unemployment and deployment is expanded. The major human activities now restricted,
the global business is significantly slowdown. Many flights are
canceled even totally restriction, different countries election
postponed and the world cup too. According to [29], the annual global GDP growth is projected to drop to 2.4% in 2020
as a whole, from an already weak 2.9% in 2019. Before picking up to around 3.5% in 2021 as the effects of the coronavirus fade and output gradually recovers. Relative to the SARS
outbreak in 2003, the global economy has become substantially more interconnected, and China plays a far greater role
Open Access | Page 90 |
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Table 1: Region-wise total confirmed case and death.
Reporting country/area

Total confirmed cases

Total death

Proportion of death (%)

Western Pacific Region

103,775

3,649

3.5

European Region

392,757

23,962

6.1

South-East Asia Region

4,084

158

3.8

Eastern Mediterranean Region

46,329

2,813

6.0

Region of the Americas

142,081

2,457

1.7

African Region

3,486

60

1.7

Subtotal of all regions

692,512

33,099

4.7

Source: [29].

in global output, trade, tourism and commodity markets.
The forecast, however, flagged the spread of the virus as
a significant downside risk for the global and European economy. The direct impact through all channels is estimated to
reduce real GDP growth in 2020 by 2.5% points compared to a
situation where there would be no pandemic. Given that real
GDP growth was forecast to be 1.4% for the EU in 2020, this
would imply it could fall to just over -1% of GDP in 2020, with
a substantial but not complete rebound in 2021 [30]. Coronavirus new blow to economy growth expected to drop from
3.2% to 1.8% in Africa. Tourism experienced losses of up to
$US7.2 billion and unanticipated increases in health spending
of up to USD 10.6 billion, additionally, revenue losses could
lead to unsustainable debt [31]. Additionally, for vaccine and
treatment production and finding, the world will expense unanticipated amount of money.

Prevention Measure of COVID-19
Prevention of disease the first and invaluable measurement, how to prevent the disease before infected must be a
big deal. According to [32] the following points were a measure suggested and followed by different population around
the globe.

• Stay-at-home order to promote social distancing (at
least 1.5 m) and control.

• Quarantining all travelers, including state residents,
for 14 days.

• Having only essential workers go to their jobs, while
others work from home if possible.

• Social gatherings are limited to 10 people or less.
• Bars Restaurants were closed except to provide food
through drive-thru, take-out, or delivery.

• Theatres, entertainment centers, and visitor attractions closed.

• Residents are asked to avoid any non-essential travel.
• Services and activities at places of worship suspended.
• High-risk individuals are asked to stay home and take
additional precautionary measures.

• People should not visit nursing homes, retirement facilities, or long-term care facilities.
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• If someone household has tested positive for
COVID-19, the entire household should stay home.

• Wash hands often with soap and water for at least 20

seconds, especially after going to the bathroom; before eating; and after blowing your nose, coughing, or
sneezing.

• If soap and water are not readily available, use an al-

cohol-based hand sanitizer with at least 60% alcohol.
Always wash hands with soap and water if hands are
visibly dirty.

• Avoid touching your eyes, nose, and mouth with unwashed hands.

• Cover cough or sneeze with a tissue; then throw the
tissue in the trash and use face mask.

• Clean and disinfect frequently touched objects and

surfaces using a regular household cleaning spray or
wipe.

Promising Treatments and Vaccines
Around the globe scientist are working on finding treatments and vaccine rapidly, unluckily proven treatment and
vaccine is not yet developed. However, different findings
suggest as an alternative drug which used before for other disease treatment until new treatment established. As
2019-nCoV is an emerging virus, an effective treatment has
not been developed for disease resulting from this virus [1].
Double-blinded randomized clinical trials to determine the
most effective treatments for COVID-19 are recommended.
Accordingly, [23], suggest that treatment with methylprednisolone may be beneficial for patients who develop ARDS.
Another study confirms there was promising result from
Chloroquine. Chloroquine is used to prevent and treat malaria and is efficacious as an anti-inflammatory agent for the
treatment of rheumatoid arthritis and lupus erythematosus.
The anti-viral and anti-inflammatory activities of chloroquine
may account for its potent efficacy in treating patients with
COVID-19 pneumonia. More than 100 patients have demonstrated that chloroquine phosphate is superior to the control treatment in inhibiting the exacerbation of pneumonia,
improving lung imaging findings, promoting a virus-negative
conversion, and shortening the disease course according to
the news briefing [25].
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Percentage of patients with PCR-positive samples

%

p-value = 0.36
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Hydroxychloroquine only

Hydroxychloroquine and azithromycin combination

Figure 1: Day 6 post-inclusion in COVID-19 patient treated [34].

The French scientists trail the effect of hydroxychloroquine
treatment as a single drug and the effect of hydroxychloroquine and azithromyc in combination. At day 6 post-inclusion,
100% of patients treated with hydroxychloroquine and azithromycin combination were virologicaly cured comparing with
57.1% in patients treated with hydroxychloroquine only, and
12.5% in the control group (p < 0.001). Hydroxychloroquine
is efficient in clearing viral nasopharyngeal carriage of SARSCoV-2 in COVID-19 patients in only three to six days [33].
However, according to [34], to the mean duration of viral
shedding in patients suffering from COVID-19 in China was 20
days (even 37 days for the longest duration) (Figure 1) [34].
There is ample evidence of the in vitro and in vivo efficacy of CQ and its derivatives in the prevention and treatment
of multiple species of coronavirus, including in vitro experiments with SARS-CoV-2 [28].
Ammonium chloride treatment strongly inhibited
2019-nCoV-S- and SARS-S-driven entry into TMPRSS2- 293T
cells while inhibition of entry into TMPRSS2+ Caco-2 cells was
less efficient, which would be compatible with 2019-nCoV-S
priming byTMPRSS2 in Caco-2 cells [34]. According to Chaomin and his colleagues, among the patients with ARDS, of
those who received methylprednisolone treatment, 23 of
50 (46.0%) patients died, while of those who did not receive
methylprednisolone treatment, 21 of 34 (61.8%) died. The administration of methylprednisolone appears to have reduced
the risk of death in patients with ARDS (HR, 0.38; 95% CI,
0.20-0.72; P = 0.003). Double-blinded randomized clinical trials to determine the most effective treatments for COVID-19
are still needed [35].
Currently, different countries around the world looking
and tried experiments for herbal traditional medicine for
treatments of COVID-19. Including China, Morocco, India and
Ethiopia, however, yet only in China and India the experimental output is published. According to [21], in silico experiment
of the natural compounds screened, 13 that exist in traditionAlebachew. Res Rev Infect Dis 2020, 3(2):87-93

al Chinese medicines were also found to have potential anti2019-nCoV activity. Further, 125 Chinese herbs were found
to contain 2 or more of these 13 compounds. Of these 125
herbs, 26 are classically catalogued as treating viral respiratory infections [25]. In India according to [36] in-silico molecular
docking analysis of the bio-active compounds found in the
aqueous extract of Nilavembu kudineer chooranam against
the ACE2 enzyme receptor which is the route of entry in the
pathogenesis of Novel coronavirus [37].

Conclusion
Coronavirus becomes a pandemic disease within a short
period due to the interconnected nature of the global population nowadays. The crisis is no some part of the world rather
the whole world. Human life and economic loss continued,
the current option for the virus is prevention only, until certified curative medicine found. Taking consideration the prevention measures must be the utmost action. People around
the world must be prepared for the unknown anticipated
risks, most government around the world not consider when
it happens in China first until it comes its own country, even
in many countries the measure start taken after the worsts
happen. A definitive diagnosis should be made for the origin
of the virus. If it is sourced from animals, avoid unnecessary
contact with animals has an invaluable benefit. Additionally,
if it is mutated, identification of the cause of the mutation is
important to prevent the next unknown and unexpected pandemic disease emergency. The scientist should prepare the
methodology of what should do if it is happening again.
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