
Research and Reviews Journal of Microbiology and Biotechnology 
 
 

e-ISSN: 2320-3528 
p-ISSN: 2347-2286 

Novel Corona Virus 

 

Puca Edmond* 

 

Department of Endocrinology, University Hospital Center of Mother Teresaâ, Tirana, Albania 

 

 

Short Communication 

 

Received: 01/07/2021 

Accepted: 15/07/2021 

Published: 22/07/2021 

 

*For correspondence: 

Puca Edmond, Department of 

Agricultural Engineering, RIMT 

University, Mandi Gobindgarh, 

Punjab, India 

E-mail: pucaedmon@gmail.com 

 

Keywords: SARS-CoV-2; 

Nucleocapsids; Polyprotein 

 

 
ABSTRACT 

 

Corona virus have an unsegmented, single-stranded, positive-sense RNA 

genome of around 30 kb, encased by a 5′-cap and 3′-poly(A) tail. The 

genome of SARS-CoV-2 is 29,891 bp long, with a G+C substance of 38%. 

These infections are surrounded with an envelope containing viral 

nucleocapsid. The nucleocapsids in CoVs are orchestrated in helical 

balance, which mirrors an atypical quality in certain sense RNA infections. 

The electron micrographs of SARS-CoV-2 uncovered a wandering round 

layout with some level of pleomorphism, virion breadths fluctuating from 60 

to 140 nm, and unmistakable spikes of 9 to 12 nm, giving the infection the 

presence of a sun oriented crown. The CoV genome is orchestrated directly 

as 5′-pioneer UTR-replicase-auxiliary qualities (S-E-M-N)- 3′ UTR-poly(A). Frill 

qualities, for example, 3a/b, 4a/b, and the hemagglutinin-esterase quality 

(HE), are likewise observed blended with the basic qualities. SARS-CoV-2 has 

additionally been discovered to be masterminded comparably and encodes 

a few extra proteins, despite the fact that it comes up short on the HE, which 

is normal for some betacoronaviruses. The positive-sense genome of CoVs 

fills in as the mRNA and is meant polyprotein 1a/1ab (pp1a/1ab). A 

replication-record complex (RTC) is shaped in twofold film vesicles (DMVs) by 

nonstructural proteins (nsps), encoded by the polyprotein gene. Accordingly, 

the RTC incorporates a settled arrangement of subgenomic RNAs (sgRNAs) 

by means of discontinuous transcription. 

  

 

 

INTRODUCTION  

 

SARS-CoV-2 is viewed as another Betacoronavirus having a place with the subgenus Sarbecovirus. A couple of other 

basic zoonotic infections (MERS-related CoV and SARS-related CoV) have a place with similar class. In any case, 

SARS-CoV-2 was distinguished as a particular infection dependent on the percent personality with different 

Betacoronavirus; preserved open perusing outline 1a/b (ORF1a/b) is beneath 90% identity. A general 80% 

nucleotide identity was seen between SARS-CoV-2 and the first SARS-CoV, alongside 89% identity with ZC45 and 

ZXC21 SARS-related CoVs of bats [1]. What's more, 82% identity has been seen between SARS-CoV-2 and human 

SARS-CoV Tor2 and human SARS-CoV. A succession personality of just 51.8% was seen between MERS-related CoV 
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and the as of late arose SARS-CoV-2. Phylogenetic investigation of the auxiliary qualities additionally uncovered that 

SARS-CoV-2 is nearer to bat SARS-related CoV. In this way, SARS-CoV-2 may have started from bats, while other 

enhancer hosts may have assumed a part in infection transmission to people. Of note, the other two zoonotic CoVs 

(MERS-related CoV and SARS-related CoV) likewise began from bats [2]. 

 

DESCRIPTION 

 

Coronavirus disease (COVID-19) is an infectious disease caused by a newly discovered coronavirus. Corona virus 

have an unsegmented, single-stranded, positive-sense RNA genome of around 30 kb, encased by a 5′-cap and 3′-

poly(A) tail. The genome of SARS-CoV-2 is 29,891 bp long, with a G+C substance of 38%. These infections are 

surrounded with an envelope containing viral nucleocapsid. The nucleocapsids in CoVs are orchestrated in helical 

balance, which mirrors an atypical quality in certain sense RNA infections. The electron micrographs of SARS-CoV-2 

uncovered a wandering round layout with some level of pleomorphism, virion breadths fluctuating from 60 to 

140 nm, and unmistakable spikes of 9 to 12 nm, giving the infection the presence of a sun oriented crown. The CoV 

genome is orchestrated directly as 5′-pioneer UTR-replicase-auxiliary qualities (S-E-M-N)- 3′ UTR-poly(A) [3]. Frill 

qualities, for example, 3a/b, 4a/b, and the hemagglutinin-esterase quality (HE), are likewise observed blended with 

the basic qualities. SARS-CoV-2 has additionally been discovered to be masterminded comparably and encodes a 

few extra proteins, despite the fact that it comes up short on the HE, which is normal for some betacoronaviruses. 

The positive-sense genome of CoVs fills in as the mRNA and is meant polyprotein 1a/1ab (pp1a/1ab). A replication-

record complex (RTC) is shaped in twofold film vesicles (DMVs) by nonstructural proteins (nsps), encoded by the 

polyprotein gene. Accordingly, the RTC incorporates a settled arrangement of subgenomic RNAs (sgRNAs) by means 

of discontinuous transcription [4].  

 

SARS-CoV-2 is viewed as another Betacoronavirus having a place with the subgenus Sarbecovirus. A couple of other 

basic zoonotic infections (MERS-related CoV and SARS-related CoV) have a place with similar class. In any case, 

SARS-CoV-2 was distinguished as a particular infection dependent on the percent personality with different 

Betacoronavirus; preserved open perusing outline 1a/b (ORF1a/b) is beneath 90% identity. A general 80% 

nucleotide identity was seen between SARS-CoV-2 and the first SARS-CoV, alongside 89% identity with ZC45 and 

ZXC21 SARS-related CoVs of bats. What's more, 82% identity has been seen between SARS-CoV-2 and human 

SARS-CoV Tor2 and human SARS-CoV. A succession personality of just 51.8% was seen between MERS-related CoV 

and the as of late arose SARS-CoV-2. Phylogenetic investigation of the auxiliary qualities additionally uncovered that 

SARS-CoV-2 is nearer to bat SARS-related CoV. In this way, SARS-CoV-2 may have started from bats, while other 

enhancer hosts may have assumed a part in infection transmission to people. Of note, the other two zoonotic CoVs 

(MERS-related CoV and SARS-related CoV) likewise began from bats [5]. 

 

CONCLUSION 

Advances in novel microbiological techniques have to be implemented to combat the treatment procedures in 

SARS-CoV-2. Research and reviews in microbiology and biotechnology journal encourages novel research towards a 

new microbial world. 
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Most people infected with the COVID-19 virus will experience mild to moderate respiratory illness and recover 

without requiring special treatment.  Older people, and those with underlying medical problems like cardiovascular 

disease, diabetes, chronic respiratory disease, and cancer are more likely to develop serious illness. 

 

The best way to prevent and slow down transmission is to be well informed about the COVID-19 virus, the disease it 

causes and how it spreads. Protect yourself and others from infection by washing your hands or using an alcohol 

based rub frequently and not touching your face. 
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