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Abstract- Different organisms are known as with numerous local names in different parts of the world. And 

if we name all kinds of organisms via way of means of numerous local names than, no organism can ever 

recognize globally. Hence, we prerequisite a system for giving a unique and common name to name to all 

organisms with which they're effortlessly identified throughout the globe. Hence the system so-known as 

Binomial Nomenclature is provided via way of means of Karl von Linné” a Swedish botanist popularly 

famous as Carolus Linnaeus in the year 1753. Where all organisms recognised withinside the globe are 

allotted with a name the use of its genus name and species name. The legit names COVID-19 and SARS-

CoV-2 had been issued via way of means of the WHO on eleven February 2020. Scientific name of 

coronavirus is- Orthocoronavirinae. 

Keywords- Organisms, Binomial Nomenclature, Genus name, Species name. 

INTRODUCTION 

In taxonomy, binomial nomenclature ("-two terms naming system"), additionally termed as binary 

nomenclature, is an identified system of naming species of living things via way of means of allocating a 

name composed of two parts, each one of which separately use Latin grammatical forms, despite the fact that 

they may be totally based on phrases from different languages. it's also identified as a medical name; greater 

casually it's also known as a Latin name. The first part of the name - “the ordinary name - “classifies the 

genus to which the species belongs, even as the second one component - “the particular name or specific 

epithet - “separates the species withinside the genus.  

In early 1622, Gaspard Bauhin supplied in his book Pinax theatri botanici (English, illustrated exposition of 

plants) from which many names of genera had been followed via way of means by Linnaeus [24] and a 

beginning with operating on species Plantarum results in the starter of binomial system, in 1753. He is nicely 
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thought-out to be -˜Father of modern taxonomy’. basically, he used a few traits to categorize organisms that 

had been outer look, inner organs and the way inner system works. 

Relationship to classification, taxonomy and binomial nomenclature 

Nomenclature (collectively with binomial nomenclature) isn-’t usually comparable because the 

classification, despite the fact that the 2 are associated. Classification is the ordering of objects into groups 

on the idea of similarities or variations; in organic classification, species are one of the kinds of object to be 

categorized [9]. In principle, the names allotted to species will be absolutely independent in their 

classification. This isn’t the case for binomial names, because the first a part of a binomial is the name of the 

genus into which the species is belonged. Above the rank of genus, binomial nomenclature and classification 

are in part independent ; for example, a species keeps its binomial name if it's miles moved from one own 

circle of relatives(family) to any other or from one order to any other, until it better suits a another genus 

withinside the same or different own circle of relatives(family), or it's miles break up from its vintage genus 

and located in a newly created genus. The independence is only partial because the names of families and 

different higher taxa are primarily based on genera. 

Taxonomy embraces each nomenclature and classification. Its first stages (also referred as – “alpha" 

taxonomy) are related to finding, describing and naming species of existing or fossil organisms [11] Binomial 

nomenclature is hence a massive part of taxonomy as it’s the system via way of means of which species are 

named. Taxonomists also are worried with classification, which includes its principles, methods and 

guidelines.[2] Codes of Binomial Nomenclature: 

There are standard codes which might be recounted for the naming method via way of means of all of the 

biologists everywhere in the flora and fauna. They are as follows: 

International Botanical Nomenclature Code (ICBN) - Agreements with plant 

biological nomenclature.[10] ·         Universal Code of Zoological 

Nomenclature (ICZN) - “Agreements with animal bio nomenclature.[6] 

 Rules for Nomenclature: 

To maintain all binomial names reliable, some important guidelines ought to be followed: 

Ø  Biological names are normally written in Latin phrase and in italics font. 

Ø  Scientific name normally contains elements: first phrase is Genus and second phrase is Species or 

particular epithet. 

Ø  Genus name starts with a Capital letter even as species name starts with a small letter. 

Ø  Biological name is outlined in italics to signify their Latin foundation and underlined, while it's 

handwritten. 

Ø  Example: Mangifera indica (Mango), Homo sapiens (Human) [13-14], Oryza sativa (Rice), etc. 
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Grown-up sources, especially botanical works posted earlier than the 1950s, use a numerous conference. 

If the second part of the name is derived from a proper noun, e.g. the name of someone or area, then a 

capital letter was used. Thus, the current form Berberis darwinii was written as Berberis Darwinii. A 

capital letter was extensively utilized while the name is fashioned via way of means of nouns in 

juxtaposition, 

e.g. Panthera Leo or Centaurea Cyanus [3]. In present scenario, the second component is by no means 

written with an initial capital letter. [7], [15] 

The binomial name ought to usually be written in complete. The exception to that is while a few species 

from the same genus are being indexed or mentioned withinside the same paper or report, or the same 

species is said repetitively; if so, the genus is written in complete while it's first used, however can also 

additionally then be abbreviated to an initial (and a period/full stop) [8]. For example, a listing of 

contributors of the genus Canis is probably written as "Canis lupus, C. aureus, C. simensis". In uncommon 

instances, this abbreviated form has unfolded to greater preferred use; for example, the bacterium 

Escherichia coli is regularly known as just E. coli, and Tyrannosaurus rex is possibly even higher 

recognised as T. rex, those each regularly performing on this form in famous writing even in which the 

entire genus name has now no longer already been given. 

The shortening "sp." is used while the real particular name cannot or need no longer be detailed. The 

shortening "spp." (plural) indicates "numerous species". These shortenings aren't italicized (or underlined) 

[16]. For example: "Canis sp." means "an unspecified species of the genus Canis", even as "Canis spp." 

means " or greater species of the genus Canis". (These shortenings ought to now no longer be beleaguered 

with the shortenings "ssp." (zoology) or "subsp." (botany), plurals "sspp." or "subspp.", relating to one or 

greater subspecies. 

See trinomen (zoology) and infraspecific name.) 

The shortening "cf." (i.e. confer in Latin) is used to examine individuals/taxa with recognized/defined 

species. Conventions to be used of the "cf." qualifier range [17]. In pale ontology, it's usually used while 

the identity isn’t long-installed.[22] For example, "Corvus cf. nasicus" became used to specify "a fossil 

fowl just like the Cuban crow however now no longer clearly identified as this species".[23] In molecular 

systematics papers, "cf." can be used to signify one or greater undescribed species predicted associated 

with a labelled species. For example, in a paper describing the phylogeny of small benthic freshwater fish 

known as darters, five undescribed putative species (Ozark, Sheltowee, Wildcat, Ihiyo, and Mamequit 

darters), incredible for brightly coloured nuptial adult males with unique colour patterns,[4] had been 

known as "Etheostoma cf. spectabile" due to the fact they have been regarded as associated with, however 

distinct from, Etheostoma spectabile (orange throat darter).[18] This view became supported in various 

levels via way of means of DNA analysis. The particularly casual use of taxa names with qualifying 

shortenings is known as open nomenclature and it isn’t difficulty to strict utilization codes. 

In a few contexts, the dagger symbol ("†") can be used earlier than or after the binomial name to signify 

that the species is extinct. 
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Classifying and naming viruses and virus species 

Virus nomenclature is a proper system of names used to label viruses and taxa. The truth that there are names 

for almost all viruses inside a species is because of the ancient belief of viruses as causative sellers of 

particular illnesses in particular hosts, and to the manner we generally catalogue and classify newly 

determined viruses, which an increasing number of consists of viruses which have now no longer been 

connected to any recognized disease of their respective hosts. The WHO, an employer of the United Nations, 

coordinates worldwide public fitness sports aimed toward combating, containing and mitigating the 

outcomes of communicable illnesses which includes principal virus epidemics and is liable for naming 

disease(s) resulting from newly rising human viruses. In doing so, the WHO regularly takes the conventional 

method of linking names of particular illnesses to viruses and assessing virus novelty via way of means of 

an obvious failure to stumble on the causative agent the use of installed diagnostic assays. 

Establishing a standard nomenclature for viruses became one of the principal duties of the ICTV while it was 

founded more than 50 years ago. When the species rank became installed withinside the taxonomy of viruses, 

ICTV-’s obligation for naming viruses became shifted to naming and organizing species. ICTV Study Groups 

will also be concerned in virus naming on a case-by- case foundation as an extension in their legit remit, in 

addition to the use of the unique knowledge in their contributors. As virus species names are just like the 

name of the founding member of the respective species, they're often harassed withinside the literature with 

names of character viruses on this species. The species name is italicized, begins off evolved with a capital 

letter and ought to now no longer be spelled in an abbreviated form. therefore, the species name Severe acute 

respiration syndrome-associated coronavirus. In contrast, this convention does now no longer observe to 

virus names, therefore intense acute respiration syndrome coronavirus, or SARS-CoV, as it's broadly 

recognized. 

The classification of RNA viruses desires to don't forget their inherent genetic variability, which regularly 

effects two or more viruses with nonidentical however comparable genome sequences being seemed as 

variations of the same virus. This straight away poses the query of how much distinction to an existing group 

is sufficient to understand the candidate virus as a member of a new, separate group. This query is responded 

in fine exercise via way of means of comparing the degree of relatedness of the candidate virus to formerly 

recognized viruses infecting the same host or installed monophyletic agencies of viruses, regularly referred 

to as genotypes or clades, which can also additionally or might not encompass viruses of various hosts. This 

is officially addressed withinside the framework of the legit type of virus taxonomy and is overseen and 

coordinated by the ICTV. The ICTV keeps a Study Group for every virus family. The Study Groups are 

liable for assigning viruses to virus species and taxa of better ranks, inclusive of subgenera, genera and 

subfamilies.[19] 
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Etymology of corona virus 

The name "coronavirus" is derived from Latin corona, meaning "crown" or "wreath", itself a borrowing from 

Greek κορώνη korṓnē, "garland, wreath". The name was coined by June Almeida and David Tyrrell who 

first located and studied human coronaviruses. The phrase became first utilized in print in 1968 by a casual 

group of virologists withinside the journal Nature to designate new family of viruses. The name refer back 

to the feature look of virions (the infective form of the virus) through electron microscopy, that have a fringe 

of big, bulbous surface projections developing a photograph paying homage to the sun corona or halo. This 

morphology is created by the viral spike peplomers, which are proteins at the surface of the virus [25]. 

 The scientific name Coronavirus was accepted as a genus name by the International Committee for the 

Nomenclature of Viruses (later renamed International Committee on Taxonomy of Viruses) in 1971. As the 

variety of recent species increased, the genus became break up into four genera, namely Alphacoronavirus, 

Beta coronavirus, Delta coronavirus, and Gamma coronavirus in 2009. The common name coronavirus is 

used to consult any member of the subfamily Orthocoronavirinae. As of 2020, forty-five species are formally 

identified [27]. 

 The modern classification of coronaviruses acknowledges 39 species in 27 subgenera, 5 genera and 

subfamilies that belong to the family Coronaviridae, suborder Cornidovirineae, order Nidovirales and realm 

Riboviria the family classification and taxonomy are evolved via way of means of the Coronaviridae Study 

Group (CSG), an operating group of the ICTV. The CSG is liable for assessing the area of recent viruses 

through their relation to recognized viruses in installed taxa, which includes placements regarding the species 

Severe acute respiratory syndrome associated coronavirus. In the classification of nido viruses, species are 

taken into consideration organic entities demarcated through a genetics primarily based method, even as 

normally virus species are perceived as man-made constructs. To admire the distinction among a nido viral 

species and the viruses grouped therein, it could be instructive to examine their dating withinside the context 

of the entire taxonomy form of numerous coronaviruses. Although those viruses had been remoted at 

different instances and places from different human and animal hosts (with and without inflicting medical 

disease), all of them belong to the species Severe acute respiratory syndrome-associated coronavirus, and 

their relationship parallels that among human and the species Homo sapiens [1], [28] 

Consistent with preceding reports, SARS-CoV-2 clusters with SARS-CoVs in trees of the species Severe 

acute respiratory syndrome-associated coronavirus and the genus Beta coronavirus. Distance estimates 

among SARS-CoV-2 and the maximum intently associated coronaviruses range amongst different research 

relying on the selection of measure (nucleotide or amino acid) and genome region. Accordingly, there's no 

settlement but on the precise taxonomic role of SARS-CoV-2 withinside the subgenus Sarbecovirus. When 

we covered SARS-CoV-2 withinside the dataset used for the latest update (May 2019) of the coronavirus 

taxonomy presently being taken into consideration by ICTV, which incorporates 2,505 coronaviruses, the 

species composition became now no longer affected and the virus was assigned to the species Severe acute 

respiratory syndrome-associated coronavirus. 
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With admire to novelty, SARS-CoV-2 differs from the 2 different zoonotic coronaviruses, SARS-CoV and 

MERS-CoV, brought to people in advance the twenty-first century. Previously, the CSG installed that every 

of those viruses prototype a new species in a new casual subgroup of the genus Beta coronavirus. These 

casual subgroups had been currently identified as subgenera Sarbecovirus and Merbecovirus while the 

subgenus rank was established within the virus taxonomy. Being the primary recognized representatives of 

a new species, precise names had been brought for the 2 viruses and their taxa in step with the common 

exercise and state of virus taxonomy on the respective instances of isolation. The state of affairs with SARS-

CoV-2 is fundamentally different due to the fact this virus is assigned to a present species that consists of 

loads of recognized viruses predominantly remoted from people and numerous bats. All those viruses have 

names derived from SARS-CoV, despite the fact that only human isolates accrued in the course of the 2002- 

“2003 outbreak had been showed to motive SARS in infected individuals. Thus, the connection with SARS 

in these kinds of virus names (blended with the usage of particular prefixes, suffixes and/or genome 

collection IDs in public databases) recognizes the phylogenetic (instead of medical disease-primarily based 

totally) grouping of the respective virus with the prototypic virus in that species (SARS-CoV). The CSG 

selected the name SARS-CoV-2 primarily based at the established practice for naming viruses on this species 

and the relatively distant relationship of this virus to the prototype SARS-CoV in a species tree and the gap 

space. 

The terms strain and isolate are commonly used to consult virus variants, despite the fact that there are 

different evaluations as to which time period ought to be utilized in a particular context. If a candidate virus 

clusters inside a recognized group of isolates, it's a variation of this group and can be taken into consideration 

as belonging to this recognized virus group. In contrast, if the candidate virus is outside of recognized groups 

and its distances to viruses in those groups are similar to the ones located among viruses of various groups 

(intergroup distances), the candidate virus is different and may be taken into consideration novel. 

This assessment is generally performed in silico the use of phylogenetic analysis, which can be complex by 

choppy quotes of evolution that fluctuate throughout different virus lineages and genomic web sites because 

of mutation, which includes the change of genome areas among intently associated viruses (homologous 

recombination). However, for the reason that the modern sampling of viruses is small and surprisingly biased 

towards viruses of massive clinical and monetary interest, group composition varies especially amongst 

different viruses, making selections on virus novelty group-particular and depending on the selection of the 

standards decided on for this assessment. 

These demanding situations are addressed withinside the framework of virus taxonomy, which walls genomic 

version above strain or isolate stage and develops a completely unique taxon nomenclature below the 

supervision of the ICTV. To determine on whether or not a virus represents a new species-” that is, the least 

diverged (and maximum populated) group of viruses-” taxonomists use the effects of various analyses. 

Taxonomical classification is hierarchical, the use of nested group (taxa) that populate different tiers (ranks) 

of classification. Taxa of various ranks range of their intra-taxon pairwise divergence, which will increase 

from the smallest on the species rank to the most important at the world rank. They will also be prominent 
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by taxon-particular markers that signify herbal groupings. Only the species and genus ranks want to be exact 

to categorize a new virus; filling other ranks is optional. If a virus prototypes a new species, it is going to be 

seemed as taxonomically novel. If (inside this framework) a virus crosses a bunch barrier and acquires novel 

properties, its classification will now no longer change (that is, it stays a part of the authentic species) even 

though the virus establishes an everlasting move withinside the new host, which in all likelihood befell with 

coronaviruses of the four species that flow into in people and show seasonal peaks. Importantly, the standards 

used to outline a viral species in a single virus family inclusive of Coronaviridae might not be relevant to 

any other family inclusive of Retroviridae, and vice versa, on account that Study Groups are unbiased of 

their method to virus classification. 

Defining the area of SARS-CoV-2 within the Coronaviridae 

 Researchers analyzing coronaviruses-” a family of enveloped positive-strand RNA viruses infecting 

vertebrates-” had been faced numerous instances with the want to outline whether or not a newly emerged 

virus inflicting an intense or maybe life-threatening disease in people belongs to a present or a new (but-to-

be-established) species. This befell with SARS and with Middle East respiratory syndrome (MERS) some 

years later. Each time, the virus became located withinside the taxonomy the use of statistics derived from a 

series-primarily based on family classification. 

The to be had but constrained epidemiological and medical facts for SARS-CoV-2 endorse that the disease 

spectrum and transmission performance of this virus range from the ones said for SARS-CoV9. To 

accommodate the extensive spectrum of medical shows and effects of infections resulting from SARS-CoV-

2 (starting from asymptomatic to intense or maybe deadly in a few instances), the WHO currently brought 

an alternatively unspecific name (coronavirus disease 19, additionally referred to as COVID-19 to indicate 

this disease. Also, the diagnostic strategies used to verify SARS-CoV-2 infections aren't equal to the ones of 

SARS-CoV. This is contemplated by the particular pointers for public fitness practitioners, healthcare 

employees and laboratory diagnostic workforce for SARS-CoV-2 (for example, the WHO tips for SARS-

CoV-2). 

By uncoupling the naming conventions used for coronaviruses and the illnesses that a number of them motive 

in people and animals, we want to aid the WHO in its efforts to set up disease names withinside the maximum 

suitable manner (for similarly statistics, see the WHO-’s tips for disease naming. The similarly development 

of naming conventions is likewise critical due to the fact the continuing discovery of recent human and 

animal viruses by of next-era sequencing technology may be predicted to provide more and more viruses 

that do now no longer (effortlessly) healthy the virus- “disease version that became broadly used withinside 

the pre-genomic era. 

Having now established different names for the causative virus (SARS-CoV-2) and the disease (COVID-19), 

the CSG hopes that this may boost attention in each the overall public and public fitness government 

concerning the distinction among those entities. The CSG promotes this clear difference as it will assist 
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enhance the outbreak control and additionally reduces the hazard of puzzling virus and disease, as has been 

the case over a few years with SARS-CoV (the virus) and SARS (the disease). 

To facilitate excellent exercise and scientific change, the CSG recommends that researchers describing new 

viruses (that is, isolates) on this species undertake a standardized layout for public databases and guides that 

intently resembles the codecs used for isolates of avian coronaviruses, filoviruses and influenza virus1. The 

proposed naming conference consists of a connection with the host organism that the virus became remoted 

from, the area of isolation (geographic location), an isolate or strain variety, and the time of isolation (12 

months or greater detailed) withinside the layout virus/host/location/isolate/date; for example, SARS-CoV-

2/human/Wuhan/X1/2019. This whole designation at the side of extra and critical traits, inclusive of 

pathogenic potential in humans or different hosts, ought to be covered withinside the submission of every 

isolate genome collection to public databases inclusive of GenBank. In guides, this name will be similarly 

prolonged with a series database 

ID-” for example, SARS-CoV-2/human/Wuhan/X1/2019_XYZ12345 (fictional example)-” while first 

referred to withinside the text. 

 We agree with that this layout will offer crucial metadata at the principal traits of every unique virus isolate 

(genome collection) required for next epidemiological and different research, in addition to for manage 

measures. 

 

Fig. 1: Taxonomy of decided in coronaviruses. 

 

How Variants Are Classified 

The U.S. Department of Health and Human Services (HHS) established a SARS-CoV-2 Interagency Group 

(SIG) to beautify coordination amongst 

CDC, National Institutes of Health (NIH), Food and Drug Administration (FDA), Biomedical Advanced 

Research and Development Authority (BARDA), and Department of Défense (DoD). This interagency group 
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is targeted at the speedy characterization of rising variations and actively video display units their potential 

effect on crucial SARS-CoV-2 countermeasures, which includes vaccines, therapeutics, and diagnostics. 

The SIG meets frequently to assess the hazard posed by SARS-CoV-2 variations circulating withinside the 

United States and to make pointers approximately the classification of variations. This assessment is 

undertaken via way of means of a collection of difficulty count number specialists who check to be had facts, 

which includes variation proportions on the countrywide and local tiers and the potential or recognized effect 

of the constellation of mutations at the effectiveness of clinical countermeasures, severity of disease, and 

capacity to unfold from person to person. Given the continuous evolution of SARS-CoV-2 and our expertise 

of the effect of variations on public fitness, variations can be reclassified primarily based totally on their 

attributes and incidence withinside the United States. 

 Variants being monitored (VBM)- “View modern VBM withinside the United States that remain 

monitored and characterized by federal agencies.  

 Variant of interest (VOI)- “Currently, no SARS-CoV-2 variations are specified as VOL.  

 Variant of  concern (VOC) - “View modern VOC withinside the United States which might be 

being intently monitored and characterized by federal agencies. 

 Variant of excessive consequence (VOHC)- “Currently, no SARS-CoV-2 variations are specified 

as VOHC. 

The World Health Organization (WHO) outside icon additionally classifies variation viruses as variations of 

issue and variations of interest; U.S. classifications can also additionally range from the ones of WHO due 

to the fact the effect of variations can also additionally range by location.  

Viruses like SARS-CoV-2 continuously evolve as adjustments withinside the genetic code (genetic 

mutations) arise in the course of replication of the genome. A lineage is a genuinely intently associated group 

of virus variations derived from a common ancestor. A variant has one or greater mutations that differentiate 

it from different variations of the SARS-CoV-2 viruses. As predicted, a couple of variations of SARS-CoV-

2 had been documented withinside the United States and globally during this pandemic. 

 Genetic lineages of SARS-CoV-2 had been rising and circulating round the sector on account that the 

start of the COVID-19 pandemic. 

 SARS-CoV-2 genetic lineages withinside the United States are obstinately monitored thru 

epidemiological investigations, virus genetic collection-primarily based totally surveillance, and 

laboratory research. 

http://www.ijcrt.org/


www.ijcspub.org                                                     © 2022 IJCSPUB | Volume 12, Issue 3 July 2022 | ISSN: 2250-1770 

IJCSP22C1008 International Journal of Current Science (IJCSPUB) www.ijcspub.org 73 
 

 On November 30, 2021, the U.S. authorities SARS-CoV-2 Interagency Group (SIG) categorized 

Omicron as a Variant of Concern (VOC). This classification became primarily based on the 

following: 

o Detection of instances attributed to Omicron in a couple of countries, which includes amongst the 

ones without journey records. 

o Transmission and substitute of the Delta variant in South Africa. 

The variety and places of substitutions withinside the spike protein. 

o Available facts for different variant with fewer substitutions withinside the spike protein that imply 

a discount in neutralization by sera from vaccinated or convalescent people. 

o Available facts for different variant with fewer substitutions withinside the spike protein that imply 

decreased susceptibility to sure monoclonal antibody treatments 

 Coronavirus: Detailed taxonomy Coronaviruses are withinside the realm: Riboviria; phylum: Incertae sedis; 

and order: Nidovirales. The Coronaviridae family receives its name, in component, due to the fact the virus 

surface is surrounded by a hoop of projections that appear to be a solar corona while regarded through an 

electron microscope. Taxonomically, the primary Coronaviridae subfamily - “Orthocoronavirinae - “is 

subdivided into alpha (previously known as kind 1 or phylogroup 1), beta (previously known as kind 2 or 

phylogroup 2), delta, and gamma coronavirus genera. Using molecular clock analysis, investigators have 

envisioned the maximum common ancestor of all coronaviruses seemed in approximately 8,100 BC, and 

people of alphacoronavirus, beta coronavirus, gamma coronavirus, and delta coronavirus seemed in about 2, 

400 BC, 3,300 BC, 2,800 BC, and 3,000 BC, respectively. These investigators posit that bats and birds are 

best hosts for the coronavirus gene source, bats for alphacoronavirus and beta coronavirus, and birds for 

gamma coronavirus and delta coronavirus. 

Problems 

Binomial nomenclature for species has the impact that after a species is moved from one genus to any other, 

sometimes the specific name or epithet ought to be modified. This can also additionally take place due to the 

fact the specific name is already used withinside the new genus, or to agree in gender with the new genus if 

the particular epithet is an adjective editing the genus name. Some biologists have argued for the mixture of 

the genus name and particular epithet into a single unambiguous name, or for the usage of uninominal (as 

utilized in nomenclature of ranks above species).[1], [5] 

Because genus names are precise only inside a nomenclature code, it's miles feasible for 2 or more species 

to percentage the equal genus name or even the same binomial in the event that they arise in different 

kingdoms. At least 1,240 times of genus name duplication arise (particularly among zoology and 

botany).[21], [26] 
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Advantages of Binomial Nomenclature: 

1) It is easy and really specific in its uniformity. In this, all species are in an easy uniform manner. 

2) This is extensible and can display the names of the organisms for use for the future.  

3) It gives an outline of the affinities for us, which function an assistant.  

4) It makes it simpler to speak about different groups of species which have some traits which might be 

common. 

5) Compared to the polynomial system which it replaced, a binomial name is shorter and simpler to 

remember.[20] 

6) The binomial system of nomenclature is ruled via way of means of worldwide codes and is utilized 

by biologists worldwide.[12] 

Drawbacks of Binomial Nomenclature 

 Some of the primary drawbacks of binomial nomenclature are: 

1) If two or more names are truly in use in compliance with the concern rule, the ideal name could be 

used first and the opposite names will turn out to be being synonyms due to the fact authenticity is 

synonymous with the senior. This ought to be harassed making sure consistency withinside the naming 

and type of species. 

2) The names utilized by Linnaeus earlier than the ones covered withinside the "Systema Naturae" also 

are now no longer identified. 
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