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ABSTRACT

Duringthepastsixmonths,new major
coronavirus disease 2019 (CoV-19),
somewithouttraceableoriginhavebeen
identifiedandarerapidlyspreadingand
expandingacrosstheworld[3].ByMarch
16,2020,thenumberofcasesofCOVID-
19 outside China had increased
drasticallyandthenumberofaffected
countries,states,orterritoriesreporting
infectionstoWHOwas143.Inthispaper,
myfindingshelpsusto know unique
insights about the structural and
diversityofCoV-19.
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1.INTRODUCTION

Corona viruses belong to the largest
groupofvirusescalledtheNidovirales
order.Membersofthisorderincludethe
Coronaviridae, Arteriviridae, and
Roniviridae families.The Coronvirinae
are one of two subfamilies in the
Coronaviridaefamily.Coronavirinaeare
furthersubdividedintofourgroups,the
alpha,beta,gamma,anddeltacorona
viruses.[4]Nowadays,thesevirusesare
divided using phylogenetic clustering.
These virusfamilieshave animaland

human hosts. The Middle Eastern
Respiratory Syndrome Corona virus
( Mers- CoV) and Severe Acute
Respiratory Coronavirus(SARS –CoV)
areexamples.

2.STRUCTUREOFCOVID-19

Coronavirusesareenvelopedviruses.It
is a positive sensed RNA virus.The
crownlikespikesprojectingfrom their
surfaceisthereasonfortheariseofthis
name. Coronaviruses posses an
unusuallargeRNAgenomeaswellasa
unique replication strategy. Corona
virusescauseavarietyofdiseasesin
animalsespeciallyfrom cows,pigsto
chicken,and otherbirds.In humans,
coronaviruses can cause lethal
respiratoryinfections.[4]

Nidovirusescontainaninfectious,linear,
positive-sense RNA genome thatis
capped and polyadenylated.Based on
their genome size, nidoviruses are
dividedintotwogroupslargeandsmall
nidoviruses.

AllNidoviralesvirusesareenveloped,
non- segmented positive-sense RNA
virusescontainingveryhugegenomes.
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3.DIAGRAMICREPRESENTATIONOF
CORONAVIRUS

3.1.StructureofCoV-19

4.SYMPTOMS&TREATMENTOF
COVID-19

CommonsymptomsofCoV-19arefever,
tiredness and dry cough. These
symptomsmayappear2-14daysafter
exposure and varyin severity.People
withCoV-19shouldreceivesupportive
caretorelievesymptoms.Thisdisease
can spread from person to person
throughsmalldropletsfrom thenoseor
mouth when a person with CoV-19
coughs orexhales.People can also
catch CoV-19 by touching objects or
surfaces,thentouchingtheireyes,nose
ormouth.Thereisnospecifictreatment
for corona virus (CoV-19).Currently
there is no vaccine to prevent the

disease.Simplemeasureslikewashing
yourhandsoftenwithsoapandwater
canhelpstopviruseslikecoronavirus
(CoV-19)spreading.Vaccines to treat
covid-19 are already being trialed in
animalsandhumansandonetreatment
showspositiveinaUStrial.INO-4700
MERS-CoV is a DNA plasmid vaccine
thatexpressestheMERSCoVspike(S)
glycoprotein.GLS-5300 MERS- CoV
Vaccineandsomeothervaccinesfrom
otherclinicaltestlaboratoriesarestill
evolvingbutwaitingforthetestresults.
Socurrently,itismandatoryforusto
keep ourselves hygiene and boosts
immunity.

5.COMMON FEATURES OF CORONA
VIRUS

1. A highly conserved genomic
organizationwithalargereplicasegene
preceding structural and accessory
genes[1].

2.Expressionofmanynon-structural
genesbyribosomalframeshifting

3.Severaluniqueofunusualenzymatic
activities encoded within the large
replicase-transcriptasepolyprotein

4.Expressionofdownstream genesby
synthesisof3-nestedsub-genomic
mRNAs.

6.DIVERSITYOFCORONAVIRUSCoV-
19

Theoutbreakofanovelcoronavirus,
severe acute respiratory syndrome
(SARS)-coronavirus(CoV),inWuhan,
China.This virus spread to > 212
countries,resultingin>39,35,828cases
and>2,74,655deaths(until9May,2020
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)[5].Thebasicreproductionnumberwas
increasingattheearlystage,makingita
severethreatto publichealth.Recent
studies have identified bats as the
possibleoriginofSARS CoV-19.These
findings have advanced the
understanding of SARS CoV-
19.However,ourknowledgeofthisvirus
isstilllimited.

7.GEOGRAPHICALREPRESENTATION
OFACTIVECASESOFCoV-19

Thefollowingmapshowingthe
geographicalrepresentation ofactive
cases:

7.1.Mapshowingtheaffectedareas
worldwide

8.GRAPHICALREPRESENTATIONOF
CORONAVIRUSCASES

8.1.Graphicalrepresentationofactive
cases

9.CONCLUSION

Yetnow,thereisnotreatmentforthe
causeofCoronavirus(CoV-19).Through
thisfindingswecametoknowaboutthe
structuraldesign ofCorona virusand
howitgetdivertisifiedacrosstheworld
withinashortspanoftime.Eventually,
thispapergivesyouaclearideaabout
thestructuraldesign,itsfeaturesand
diversityofgrievousCoronavirus(CoV-
19) which is currently spreading
Worldwide.
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