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INTRODUCTION 

 

 Several field surveys are an essential part of the various traditional and modern desert ecosystems of Western Saudis. Online 

agriculture royal spider in the vibrant and accessible region Araneae group of animals clarify the presence. The wire of time 

another valuable predator these spiders like dividing the breeders because biocides play an essential role in different types of pests 

and small arthropods. Besides, these spiders are talented hunters in a variety of terrestrial environments in many places and show 

great potential to reveal subtle changes in environmental variables, summer bell and so on right away, 2005. New animal species 

in the world and review current passage the number determination of the excellent presentation of the scientific community. Real 

Your options will not be exhausted. When many renowned scientists embark on this global test, they have great beliefs and 

impulses from new technologies to identify these challenges and examine them from an appropriate scientific point of view. These 

efforts begin Some other scientists thanks to advanced reinforcements. It is a new Idea in this approach that reported using very 

short genetic sequences of the standard part of the genome; Supermarket browser uses the universal product code to distinguish 

the product as black lines. The main idea is but, two, the reason for the unprofessional assumption of the article in the eye or 

seemingly very similar view is that the barcode is distinguished by two conditions [1]. 

 Participating in research to document and test the real wealth of the Web in Western Saudi Arabia is becoming the priority of 

this stage. Therefore, we will use the latest technology DNA barcode tools to identify the main popular types and master all these 

different desert areas, Sycuan's 2006. Currently, the classification and classification of species systematically. For all the ecology 

Abstract 
 
Successfully this emergency solution to solve a method species that belong to the scientific fields related to the 
design or emergent classification crisis. Difficulties in identifying more researchers, based on recent developments 
in sequencing and computational techniques, DNA sequences have become a new source of important information 
that informs our understanding of evolutionary and genetic relationships. Therefore, the analysis of the series of 
fingerprints of synergy becomes clear and almost all fields in the field of biology and the most important effect they 
produce. Although there are many arguments. DNA attention, the usefulness of barcodes, but stakeholders, stated 
that these efforts should be coordinated and complemented with the specific molecular and morphological 
characteristics of the species studied in the integrated classification. I think it should not use as a global 
identification system. DNA Barcodes are welcome and introduced, and the difficulty becomes a key factor in 
distinguishing closely related species at specific branch levels. Finally, it has done barcodes should have 
considerable potential for the discovery and classification of spider fauna. DNA barcode this is also an effective and 
logical way to solve identification problems at the species level, which contribute significantly to taxonomy and 
biodiversity. The aim of this a review focus on the molecular identification of spider fauna and their applications.  
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online biota any ecological or environmental. Scratch evil search all It is vital besides, the rating of complex dynamic science (is 

simple rather than correspond to reality, genomics. Taxonomists regularly filter many observations from an extensive knowledge 

base to identify a set of examples or taxa that constitute a new taxonomic group. In addition, the great efforts and extensive 

research carried out by leading scientists have further strengthened the engineering base, and tested DNA barcode  determination 

of real spiders, activity, and power, they believe that this program is valid for all eukaryotes, and they hope that they can be 

approved and display a bar code for life if they are implemented. This will lead to automated systems that identify and discover 

many types. Besides, recent investigations such as a mitochondrial cytochrome c oxidase encoding wild spider that stains a gene, a 

local short highlight. Therefore, the early detection of DNA barcodes does GUM it Building very useful for children. What a fix 

He was adulthood requires gender matching of morphological identification and morphological stages of life and is used to iso late 

types of secrets unknown or closely related [2]. In western Saudi Arabia, more work has been done to document this. In many 

desert ecosystems. Some insect as spider real Spider eye) Rich fauna Rio Seco agriculture - ecosystem and palm garden inventory 

and discovery on the site called trucks misplaced wildlife Presence These spiders control many parasites in different cultures. The 

administration plays a significant role [3-4]. The aim of this review focus on the molecular identification of spider fauna and their 

applications. 

 

MOLECULAR IDENTIFICATION 

 

 The deadliest disease that kills millions of people every year. Vector diseases caused by insects. Average result 50 Dengue is 

the most important [5]. Dengue (DFA) Tropical and subtropical regions a mosquito has infected it. The fastest increase is a major 

public health problem. In the world, it causes more diseases and deaths than other arboviruses in humans [6-7]. Dengue sangria 

heat around 500,000 blankets Annual length of stay need of these are children It is widely accepted in Southeast Asia, but the real 

event is not right. Documented [8-9]. Dengue Virus a first in Jeddah, isolated Saudi Arabia, later 2006 an outbreak has occurred, 

and sporadic cases have been reported in Jeddah and Mecca in western Saudi Arabia. Egypt A local mosquito is responsible for 

creating a dengue virus. Three serotypes of hazards were detected: DENV. - 1, DENV - 2 and DENV - 3 [10,11]. The four 

serotypes of DENV are usually cyclized with genotypic mutations that occur between isolates of serotypes [12, 13]. Denver ant i-

detection, including infection, clinical inspection dengue Virus Antibodies and / Viral antigen, virus isolated or between Denver to 

molecular detection [14] use ELISA anti- Denver IgM and IgG antibody if present, the most useful method of serological 

diagnosis in the acute case, IgM may be an antibody in disease attack later 3 to 5 The day appears and continues. 3 for 5 months 

Anti-dengue IgG Antibody levels are relatively low, in secondary infections, IgM antibodies [15, 16]. Serological inspection It is 

easy and easy to use in the face of an epidemic, many cases are necessary, but it is difficult to distinguish the characteristics of the 

serotype of dengue fever. Traditional methods of detection and serotyping. the infected DENVER if serological identification with 

cell culture [14].  But they work intensively about a week, requires a weak sensitivity and laboratory. Reverse transcription (RT). 

The diagnosis of a molecular basis is replaced by the PCR. RTA - PCR is one of the most important steps in the molecular 

diagnosis with DENV. There are several laboratories. Output to Several DENVER identified RT-PCR, provision, conventional 

use PCR and real-time RT-PCR, [17-19].  

DFA Without treatment or particular vaccine [20-21]. Therefore, the early detection of viral infections is essential to avoid 

possible attacks. Recently in the city-regional epidemic of DENVER, it was in the western part of Saudi Arabia. Medina adjacent 

to Jeddah and Makkah, the population is dense, not previously reported Al-Medina DENVER activity. Intersection molecular and 

seropositive tests were performed. Received to what extent the community of Medina exposed to dengue fever.  

  

DNA barcodes a type of identification 
 Mosquito eyes insects if nm anthocorid it is a fly and the mosquitoes of the family. In the world, we have 3500 different 

microorganism Species [22] in Swedish located around 50 species aegypti (och) sticticus of, for example, flood mosquito Large-

scale incubation and gray aegypti (a gray) Annoy people and animals each year. In some areas, for instance, Nedra the problem is 

very serious, authorities biocidal computing chooses a spray [23]. More importantly, the appearance of these mosquitoes. The risk 

of zoonotic disease. It increases because it is associated with many mosquito vectors, such as arboviruses and parasites. Nedra 

mosquito the mechanism behind the emergency It is not true. However, rainwater production or area the accumulation of large 

amounts of water can cause problems to plants. The Swedish government has begun to develop a more sustainable problem-

solving strategy, especially in the area of infection control [24].  

 

Identification of the variety of DNA barcodes morality 

 The methods of identification, labelling, and classification of organisms are based mainly on morphological characteristics. 

Linus pugnacity for 18 years. The classification system developed during the century is still primarily used. Nowadays, 

taxonomists are studying new methods of population physiology, behavior and biology. DNA the discovery by accepting its role 

in inheritance, genetic diversity plays an essential role in the distinction of biodiversity. The morphological descriptions of the 

species are limited because phenotypic plasticity is not considered, for example, potential taxonomic groups or specific stages of 

life [25-26]. Identification based on DNA fills these gaps and, what is more important, adds new biodiversity to obvious things. 

Molecular-based methods are commonly used for taxonomic studies of species in which viruses, bacteria, and protozoa are 

identified [27] In a more general approach, whole-genome alignment and other sequence-based methods are used to describe 

diversity. Another method, microsatellites, AFLP Biomarkers such as to analyze or PNS [28]. However, due to the great diversity 

of biodiversity, this method is not suitable for arthropods. It will be expensive and slow. A more appropriate way for identifying 

substances is the analysis of small segments of genes called DNA barcodes [25]. Since the rate of molecular evolution depends on 

the part of the genome studied, the most appropriate genetic segment for this type of analysis is discussed. However, in animals, 
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the mitochondrial genome. and no intron in small recombination's, it seems that the bar code is more appropriate than the nuclear 

genome. The maternal inheritance of mitochondrial genes can also be used in bar codes. (12S, 16S) Mitochondrial DNA gene 

ribosomes about the barcode performed before However, placements, and deletions (deletions) are characteristic in these genes, 

complicating the sequence models [29]. Nuclear and ribosomal in plants and fungi. DNA ITS2 the barcode of the field seems to 

go a better option [30]. Coding of animal-marrow proteins. 

Genes 13 the type, the use of which genes are unclear. Cytochrome b oxidase in the bar code gene studies, other considerations 

have 1 gene only CO Yes [31]. Many conserved sequences and, therefore, the universal primers developed for this gene are very 

robust [32]. Compared with mitochondrial genes, phylogenetically, the CO signal has a higher yield than seen. Base substitution 

of formed nucleotides is more common; It is quite high for the proportion of genes used for evolution [33]. CO despite small two-

species mutations in genes% but it is enough to isolate phylogenetic species and differentiate related species. This is because the 

difference between the species more than five times is the average [34]. The coding of the DNA barcodes is now done routinely 

using the traditional PCR and Sanger sequences. Ten years an NGS type has been developed. New classification technology Since 

this technology combines DNA capture, PCR and sequence reactions; it may be suitable for DNA barcodes. Other sports to 

support DNA barcodes to facilitate access to table data, barcode, public research and life bar code (CBOL International 

Consortium was created. This DNA is to be encoded to bar 50 It has become the global standard for biometrics in 200 countries 

and organizations work together to encourage it barcode from one member of the mosquito alliance barcode initiative target all 

species of mosquitoes 80 only).  At least 5 to sample code DNA - pubs. Solid portal support. Users, data processing resources and 

structural data storage to provide analysis tools. The barcode data is related to the classification, geographical location, and image. 

The objective is to create a reference database that contains records of tables that confirm all types of all taxa [35]. 

 

Applications of DNA barcode 

 This labor goal this DNA Barcodes are an effective and reasonable way to solve the problem of identification at the species 

level and contribute significantly to taxonomy and biodiversity goal. Western Saudi Arabia rich can happen problem 

Classification of different species of domestic spiders. Nature and desert agriculture, it does not harm the ecosystem. Continue to 

provide more information about biodiversity., For this reason, the research proposal. It satisfies the need for an essential group of 

invertebrate hunters and includes the following objectives. Critical data to produce large populations of spider animals. Nature and 

agricultural ecology system. The real main rescue of spiders in Japan. Seasonal changes and population dynamics.  Morphology,  

molecular and DNA code - bars in use Try to identify these representatives of immature and adult spiders. Create a complete 

structure. DNA Article Library Sequence desert spider code. In this age and age, understand and Information about the growth and 

prosperity of modern science of biological diversity for produce interest. 

Real seasonal fluctuations of animals and spiders in western Saudi Arabia. Recycling of the main components of biodiversity in 

desert ecosystems, including arthropods and spiders. Training in modern technology for Saudi graduates.  DNA coding sequence 

of the structure desert spider. Full DNA Barcode library manufacturing control central desert spider. In the whole world Net 

modern research and extraordinary scientists Habitats of the world 40,000 of them in real spider Araneae, specify. In addition to 

defined marine and freshwater environments, this figure may represent only a small part of the overall diversity [25]. In addition 

to sexual dimorphism, the information of the identified species modern systems of social mating. study for an important starting 

point from studies who must supply. Most systems identification processes are based on traditional external morphological 

characteristics and labor has tried to improve this method. They asked many questions and a lot of originality. Use. I brought a 

threat. For this reason, morphological characteristics are inherently problematic and can be considered as taxonomic obstacles or 

obstacles [36, 37]. 

Also, the morphological identification of most species levels is mainly based on adulthood, which requires a detailed analysis of 

genital morphology, but there is no possibility for babies and other stages of life, and It is almost impossible to reveal your 

property. Besides, gender dimorphism leads to serious synonym problems. This is especially the reason for all the spiders. 

Original description half Based on a sample one. In addition, some potential species need to be restored. To make these problems 

more complicated or confusing. There is nothing to do [38]. Also, genomic polymorphisms have recently been found in some 

species of spider species, which increases the uncertainty and terminology of classification decisions. Example of barcode 

element, that is. Laboratory analysis Counted and included [39] — database and data analysis of four components. 

 DNA The barcode is considered. Genetic diversity between species, because the abbreviated sequences can differentiate 

between individual species in types to overtake. Many researchers have identified large animals, including birds [39]. Fish 

neighborhood Lepidoptera el Hajibabae Test the rationality and effectiveness of this intelligent approach. The most applied 

research is the plant. Algae mushroom Summer belt) For other creatures to establish DNA Barcode system including. Single-cell 

bacteria [40]. Up to here Based on the DNA, the methods are widely discussed since many incompatible natural incompatibilities 

support each other, including classification (Good or bad) Some special community. This argument refers to careless fears that 

threaten traditional ways. later [41]. 

 The main objective of the applications of DNA barcode is the modernization and activation of modern taxonomic tools. In 

this context, [42]. By introducing the inconsistencies and specific limitations of traditional morphology, users are asked to find 

molecular diversity as a rational tool to identify and define different organisms, in addition, identify undetected biodiversity to 

heat components of unexplored efforts. The possible researchers and experts decrease in number because it becomes complicated, 

it is clarifying the attention closely DNA Barcodes can be further clarified in the classification of restriction errors based on the 

single form. Advanced experience List these gaps, including absenteeism. It will also be limited to a specific order, family or 

classification, if applicable. In addition, the genetic plasticity of the phenotypes sometimes leads to misidentification, and the 

addressing of the letters can define any type. The absence of classification keys in the maturation stage increases the presence of 

possible types of fraternities that can sometimes be ignored during the identification process.  
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DNA sequences 

 DNA in the reason for Because the sequences are species-specific, the taxonomists of biodiversity believe that the validity of 

genetic barcodes is not surprising. This has great potential to solve the fundamental classification problems that are currently 

being implemented. The well informed, scientifically proven, by 4 nitrogenous bases (A, T, C, G) possible mutations in 

nucleotides. Each site 4 there is n (including "K") detailed review corresponding nucleotide number. Therefore, the possible code 

for any sequence identifies each taxonomic group. One hundred million look only 15 Position of the nucleotide species 415 seed 

discover something recognizable surely hurts Yes. General products determination quickly and adjust and make profitable. 

Professional taxonomists group in need dating from another significant benefit of this scientific diagnostic approach is its ability 

to identify all stages of infant and immature development and to reduce efforts to differentiate morphologically identical species.  

There are more classification Scientific thinking DNA Bar codes are a diagnostic tool widely used in science and often describe 

women who are often indistinguishable and often indistinguishable from indistinguishable spiders.  This provides advice for men 

and women at different times and places. Species hid with diversity. And continuous detection of radiation. DNA Behind the 

barcode the basic principle is to support the traditional taxonomy and ongoing research, by providing general information if the 

morphological characteristics are not well expressed. The most attractive candidates for implementing barcode data are species 

that are closely related to species, with species with numbers of separation, and possible problems with sibling species or species 

radiation are rare in spiders [25]. Up to now, DNA the accumulation of bar codes offers a great potential for the conservation of 

biodiversity, the estimation of biodiversity and the monitoring of the management of invasive alien species or important medical 

species. Wealth created. DNA code - Bars Pair of spiders, the most effective and aggressive potential. Yes, many examples are 

Complete and detailed in the inventory of species as well as examples of all habitats in different communities. The research work 

in a truck Each population redistributed these collected samples. These efforts are more important to complement these central 

databases. DNA Density of possible barcode and complete search of species in [37]. Think in the same way [43] DNA The 

identification of the barcode method is not a real alternative to taxonomic analysis, that is, if an unknown species does not comply 

with the current bar code record, the Barcode sequence is unknown and cannot be identified as a new species. These samples will 

be marked for a complex and complete taxonomic analysis. Therefore, defining this marker too quickly for atypical samples will 

have great potential for the discovery of fast species. I have it run as [44] DNA in the road as a standard barcode using the short 

gene, Provide fast, accurate and automatic type identification. It is a promising new system. Then, this result Environmentalists, 

ecologist, and institutions benefit greatly in the fight against pests, invasive species, and food security. More specifically, Linneo 

Easy-to-use classification system will be. Besides, with these popular skills and talents, DNA Bar codes accelerate the rate of 

species discovery, and short-term taxonomists focus on different groups that can represent new species. to be able to classify Due 

to the consideration of all potential benefits, no agreement has been reached. But part of the scientific community. In places, 

Practitioners and taxonomists have great debates. the [45]. Although some of these researchers will DNA the bar code is defined 

as an anti-taxonomy, but its practice has spent more than a quarter of a century in the field of taxonomy, this old the death of the 

system. Keep telling yourself. Ironically, funding has important and immediate drawbacks, but to date, DNA Barcodes the results 

could not be obtained. Visions centrifuge rich galvanization product and brought economic benefits. This finally affects the 

completion process, In the form of a complete and easily accessible system and as a modern tool of identification of species 

eternal inheritance way to do will [37].  They are more confirmed DNA code - bars Theme and destination It is defended by future 

scientists and is particularly effective in the identification and classification of new species in the animal world simply and 

profitably [46]. 

 Take the 2005 relationships by DNA Identify a unique, simple, profitable and affordable way to solve a classification crisis 

[47]. Animal coding cytochrome c oxidase 1 A small fragment of the mitochondrial gene. In addition, in some cases, based on 

DNA the identification technique is very useful for the identification of children. If these associations are not known, associate 

gender or at least a different phase of life, small hat and we develop possible has been DNA barcodes this "DNA Classification" 

sample version. The results show that the use of short fragments of the mitochondrial gene can identify almost all members of the 

natural phase of the spider, take the despite DNA Bar codes represent great enthusiasm and criticism. but 2005 Repeat that you 

have more call. Misunderstanding content information [48]. But always say harm Why Classification in the definition, definition, 

identification, interpretation, and classification of species, [37] approves taxonomists you cannot use DNA to establish the bar 

code protocol and taxonomic diversity. However, this is due to the failure of the simulated gradient dimension, which results in 

the definition of the species in the usual way. The figure represents significant color changes. However, the scientific community 

waiting using DNA Digital structure of the painting allow the development of automated identification systems for known species, 

regardless of their type of life or gender. Finally, facilitating the identification of democratization and the acquisition of bar codes 

will help resolve the barriers to classification [36]. Besides, some people understand the tremendous benefits of different bar codes 

on organic bar codes. Instead of eliminating some gaps in the design of the experiments, we are in the middle of measuring to 

study this approach. 

 DNA Discovery and use of bar codes, Taxonomy of activation. They especially DNA barcode their use Talk about many 

critics Use as a competitor and send Already shown, in the reason for offered Traditional Taxonomy and DNA Synthesis of bar 

code classification combine, already done too much discussion, including DNA and morphology. The new technologies will be an 

excellent technical solution to fill this gap or they will complete this approach that many scientists can address and face in this 

controversial debate. DNA one thinks that the bar codes mobilize the traditional taxonomy, that the crisis of the classification 

overcomes the sphere of influence, adopts complementary methods and there are no alternative methods, but it supports the 

molecular taxonomy [49] besides increasing the use of computer tools and network. [38] Report says synthesis of spider fauna 

DNA There are few potential types identified in the reference library. The contrast causes the propagation of unlisted species. 

They, DNA Bar codes reliably identify spider species, DNA will Ability to conclude to allow the identification of bar codes, 
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taxonomic samples (minors, women). Therefore, this represents a significant step forward in the future surveillance of spiders. In 

this research proposal, we will produce reference data for the leading local spiders and evaluate cytochrome c oxidase 1 effect 

new spider. Determination of population level. The senator another goal western Saudi Arabia These terrestrial and warm wadi 

ecosystems and agriculture Learn more about the key elements of biodiversity in ecosystems. 

  

The same permanent molecule. 
 In the forest the city of southern Brazil and the habit of mosquitos' molecular identification of the blood of the Dipteral. The 

mosquito uses the energy obtained from the blood, which is the most feminine type of mosquito [50, 51] mainly, digestion and the 

production of eggs. Used with the participation of hemophilia in the efficiency of reproduction [52]. Foods, blood worms, var ious 

hosts such as blood leeches can include taxa [53], fish [54], amphibians, reptiles, birds, mammals, and so on. [55] Type-specific 

host preferences are inborn characteristics based on genetics but are governed by factors that affect the search patterns and host 

selection, such as environmental conditions and host characteristics. host [56]. Contact with different hosts allows the use of new 

vertebrate species for the transmission of pathogens [57]. The use of less diverse hosts allows some pathogens to contact and 

adopt specific hosts [58,59]. At the same time, opportunistic aerobic movements can cause pathogens to adapt and adapt to 

different vertebrate species [60, 61]. Understand mosquito reception patterns, understand their life cycle, survival, and 

reproduction. It helps to understand the effects of mosquito selection on the transmission of mosquito-borne pathogens. [62-65] 

Besides, this information is important for entomological studies. Provide information that will help in track monitoring [66], 

particularly under conditions of noise in the environment [67] to determine HIV blood and the power of molecular marker. 

Several methods were used as molecular methods. Identification, PCR based as a potential host only vertebrate, while a base assay 

illustrates the common precipitation tests and blood tests ELISA tests enzyme-linked immunosorbent assay This assay titration 

[68 -70]. Currently, determine the level of the species, using a molecular approach to perform the absorption of the DNA of blood 

[71, 72]. The polymerase chain reaction (PCR) is then the simplest DNA sequence of the PCR product. It is an ideal option to 

study arthropods and is often used for wildlife [73]. Molecular methods should maximize the integrity of DNA molecules to 

optimally detect and amplify the target fragments [73]. The arthropods of the diet include the major degradation of DNA from the 

sample in the DNA laboratory. Collected digestion and extraction process /or caused by storage conditions [74]. Therefore, the 

degree of PCR in blood digestion defines the amplification and recognition of vertebrate hosts [75, 76]. Similarly, mosquitoes can 

approve unsaved temperatures and blood collection times, which may reduce the risk of identification [73, 77]. Since mosquitoes 

collected in the field have different degrees of digestion during the blood meal, it is important to evaluate the ideal storage 

conditions of mosquito dust in blood after harvest. Besides, it is necessary to determine the temperature limits and the storage 

duration of the mosquitoes used in the study, while trying to determine the selection of the host, but the ideal method is to store 

the DNA of the blood in the conditions of repopulation. -80 ° C [77].  

 

CONCLUSIONS 

 

 DNA barcodes have evolved significantly over the last decade in analytical procedures, data analysis, and applications to 

various biodiversity sciences. Classification is no exception. In addition to linking the DNA world with traditional taxonomy 

based on morphological features, DNA barcodes have set new standards for data quality, accessibility, and reproducibility. Use of 

DNA Sequences in other areas of biology are more durable. After about 10 years, DNA barcodes introduce an automatic, fast and 

objective method for detecting biodiversity based on DNA sequences, an unprecedented opportunity for a global inventory of 

organisms on earth We have opened universe. DNA barcodes also challenge taxonomy and describe morphological features and 

often to its old custom in producing essential species that are unrelated to prosperous regional communities to challenge in species 

such as ecosystems. The use of tropical DNA sequences not only provides an objective method for species delineation and new 

species identification tools but more importantly, challenges the way we collect, maintain and publish species. The Knowledge of 

the species paving the way for more sustainable practices in biodiversity and taxonomy.  
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