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Abstract

:

Microbiome plays vital role in the life. Study the microbiome of plants with great impact in the planet can provide significant information to solve many problems. Therefore, finding structural population of plant microbiome needs scientific approach. Revealing the specific biochemical and genetical approaches towards identification of specific population provided the growing bodies of methods and procedures to study and analysis the plant microbiomes. Thus, this mini-review paper presents the summarized of scientific methods for study, identify and structural population analysis of plant microbiome.
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1. Introductions: Agriculture, Food production and Problems


The present agricultural system is much dependent to many chemicals such as fertilizers and pesticides. The chemicals fate and destiny would be the accumulation toxic compounds and eventually have huge impact on health, environment and even soils as part of the food production system. Furthermore, the necessity to maintain or increase the system productivity leads to excess application of different chemicals thus providing the more harm to ecosystems, increasing pollutions and diseases, soil acidification, eutrophication and ultimately altered soil characteristics as well as inadequate management [1]. One particular example of excess chemical in agricultural system, is the diets with high nitrate food that caused the thyroid and diabetes and even increased the susceptibility of many cancers [2]. Additionally, chemical fertilizers have enormous effects on planet, for example, nitrogen fertilizers alter the global N-cycle and increase the greenhouse gases, damage the ozone and as a final point decreasing the soil organic matters and biodiversity [3,4]. To mitigate the harmful effect of chemicals in agriculture and food production; new food producing systems [5] and changing many practices in current system such as identification and application of ecofriendly alternatives, better cultivar, optimization of mechanized planting and application of microorganisms have been introduced. Microorganisms in this prospective play the huge role. Therefore, this mini-review paper presents the overview of techniques to studying the microorganisms and microbiome in plant microbe interactions and their global prospective in the larger framework to illuminate the correct and recent applications with respect to biochemical and genetical characterizations.




2. Microorganisms: Alternatives to Chemical Fertilizers and Pesticides


As it is necessary to find the alternatives for chemicals applied in agricultural system, especially for chemical fertilizers and pesticides, microorganisms showed great potentials to fulfil the alternative position [6]. The microorganisms in contact with plant and their distribution showed the great functionality in agriculture [7]. Their ecological niche is defined with different part of plants and their utilization has been shown to be very effective to plant growth promotion, disease suppression, toxin removal and assimilating nutrients.



All these advantages were highly dependent to the precise identification and finally bioformulation of them. The need to find the efficient way with specific process always was essential to find the most effective one which would modulate positively the agricultural yield. Therefore identification, diversity and distribution of plant microbe need precise methods. Hence, molecular methods find the outstanding position in plant microbe research and application.




3. Plant Microbiota


Plants have beneficial mutualistic interaction with different microbes in various parts [8]. Different types of microorganisms present on the surface as epiphytes, in the tissue endophyte, on the leaf phyllospheric and with root as rhizospheric microorganisms [9].The most dynamic and studied part was considered as the rhizospheric microorganisms with approved effect on plant growth [10,11,12]. Root and microbes (in the narrow zone around) provided specific microenvironment including roots, microorganisms and their secretions [7]. Microbiome as a scientific term describes all the microorganism’s genomes in this microenvironment. Other parts of the microenvironment include meta proteomics, meta transcriptomics and metametabolomics which are related to all proteins, expressed genes and metabolites respectively. The scope of this minireview presents the current overview of techniques for microbiome analysis with respect to history from single microbe to structural community population.



This interaction which involved countless microbial diversity had significant influence on plant growth and their survival against biotic and abiotic stresses [13,14]. The rhizospheric microbes which considered as the root microbiome is hugely diversifies and complex in their structural community. Two kinds of studies were done mostly in this microenvironment, the microbe-root interaction, and the plant response to different stress factors. Therefore the plant’s microbes present their functions as metaorganism or holobiont [15,16]. Understanding and analysis of the genome involved in this microenvironment helped to reveal the mechanisms involved in formation such a great interaction and utilize them to enhance the crop productivity and finally for sustainable food production [17,18]. Important part of this journey starts with specific method/s that utilized for microbe identification and microbial community analysis. Therefore, here, the summarized molecular techniques for plant microbiome analysis presented as biochemical and genetics methods.




4. The Microbial Identification and Characterization Methods


Growing bodies of methods and procedures are now available for identification and community characterization of different microbes. However, these methods, from simple culturing and light microscope identification to specific molecular probe individually and together, provided much significant knowledge to understand the plant microbiome world, still need more scientific effort to shine the depth black box of agricultural microbiome. It is worth to mention specific strength and limitation for each method. Therefore, for each method here we provided examples for further study and correct application. The strategies always depended on the specific characterization of the microbial cell and utilizing these properties to find the microbial community structure. The divisions of the methods presented here were based on the utilization of microbial genome or phenotypic traits [19]. Scientifically, the diversity considered as the genetic multiplicity of species in the specific ecosystem and here the paper emphasize was on the composed plant microbe communities built the rhizospheric microenvironment. Species diversity consists of total presentation and distribution species. However, defining this term was with respect to eukaryotes therefore it should be used with caution [20,21]. Thus, diversity of microbe in the system or environment was specified as the number and density of specific microorganisms from specific taxa. This definition was respect to the microorganism’s community as functional groups.



It should be mention that in microbial ecology, diversity defined and elaborated with great concerns to the effect of stresses and disturbances from biotic or abiotic origins [22]. As mentioned earlier the difficulty of defining the species and genetic diversity raised due to the taxonomic and methodological limitation for prokaryotes. Then, dependability of phenotypic characterizations of microorganisms are influenced the capturability of them. The phenotypic characterizations of them are mostly related to their cell activities. Therefore, they are the main limitation of biochemical methods. Furthermore, most of the microorganisms cannot adapt themselves with laboratory conditions as their metabolic activities disrupted [23].



It is noteworthy to mentions here that however, traditional physiological and biochemical methods that used in the most biochemical test kit [23] had many limitations (which might be related to low metabolic activities under the experiment condition) still considered as useful methods such as specific fingerprint lipid biomarkers (LB), phospholipid fatty acids (PLFA) (Figure 1). As they showed that they could distinguish the microbial communities significantly based on the utilization of PLFA of specific bacteria as a biomarker [24].



Later, the nucleic acid technologies (molecular biology) provided more precise and reliable picture of microbial diversity and their structural communities. The precise application of different statistical analysis methods (to evaluate the variation of different data (fingerprints)) such as principal component analysis (PCA), canonical variant analysis (CVA) have had great advantages in finding the more bright picture of microbial diversity. Thus, biochemical and molecular based techniques [25] together usually provided better scientific overview for agricultural microbiology and helped more precisely to shed the light on structure–function insight characterizations.




5. Biochemical Techniques to Determine the Microbial Diversity


Traditionally the plate count considered as the fast and inexpensive method for diversity of culture-dependent microbes [26,27,28]. This method could present the information on the active species and culturable microorganisms which indicates the heterotrophic factors of the microorganism’s population [29]. Scientifically only 0.1% of microorganism was estimated to be cultured with different [30] laboratory techniques. It is noteworthy to mention that temperature, pH, and light conditions could be including in growth limitations of microorganisms with standard plate technique [31].



Physiological distributions presented in soils microorganisms would be investigated by Community Level Physiological Profiles (CLPP). The CLPP profiles showed the diversity of microbial community’s base on the utilization of carbon substrates [32,33,34].



Differences in these forms of utilizations could be analyzed and showed the different in the viable microorganisms and eventually microbial population. Many manual and commercial systems identify and characterize the microbe community with these methods [35,36,37].



The great advantage of this method is the automation features which by using an automated measuring machine, yielding large scientific results, and therefore dealing with huge information made simple. This method is very popular for understanding the importance of functionality attributes to the microbial communities even though the analysis of such data is sometimes complicated. Furthermore, this method was able to analyze the metabolic diversity of culturable microorganisms, but the slow-growing microbes have less influence on the presentation on final metabolic of community. It should be mentioned here that the pH of the plates is usually buffered which brings the different from reality of soil acidity or alkaline properties. Therefore, the results provided with this method lead to some limitations and should be analyzed with caution specially when dealing with specific microbes that strongly adapted to the environment specially pH (acidity or alkalinity). These conditions have considered disadvantages of this method and cannot represent the real community structure.



Another important method that worth to mention here is the results of fatty acids microbial community structure based that was presented by Fatty acid methyl ester (FAME) method [38,39,40,41]. Fatty acids constructed a relatively established fraction of the cell biomass (Figure 1). Fatty acids profile could discriminate the diversity between the major taxonomic populations within a microbial structure. Thus, by changing the fatty acid profiles, different microorganism’s community would present. The phospholipid fatty acid (PLFA) method revealed different strategies engaged by microorganism’s population to adapt to the environmental changes such as soil types, climatic origins, and different management [42,43,44].




6. Genetics Techniques


The density and metabolic activities of microbes in the environment have been analyzed by microbiologist with different molecular techniques for many years. Several techniques have been developed to detect, identify, and find the phylogenic relationship of plant microbe interactions. These methods can be separated based on polymerase chain reaction (PCR). The methods explain here, are nucleic acid hybridization [45,46,47], as well as length polymorphisms based on PCR and finally metagenomics approach.



6.1. Nucleic Acid Hybridization and Fluorescent In Situ Hybridization (FISH)


Based on the specific probes, the nucleic acid hybridization approach can be used as a quantitative toll in molecular microbiology. The method could be carried out on extracted DNA and RNA. In the early works, the biofilm spatial distribution of microorganism was studied by this method successfully [48]. With respect to many advantages, limitations of this method were unclear results for detection of cells contains low ribosome beside the lack of sensitivity for low copy number sequence. Thus, slow-growing bacteria cannot detect due to the low ribosome content per cell which was often linked with low physiological activity. Even though FISH with tyramime signal amplification method could analyze the slow-growing microbe [49,50].




6.2. Guanine/Cytosine (G + C)


Soil bacterial diversity can be investigated by differences in guanine/cytosine (G + C) rate of DNA [51]. 3% and 5% of differentiation of microorganisms G + C contents brought the clear result for this procedure. This technique presented a level of declaration based on this fact that different taxonomic levels have different percentage rate of G + C. The curves of microbial grouping reports used as factor for genetic differences. By low resolution, this approach could easily apply as a “change indicator” for population structure, particularly in the low diversity. No PCR bias, uncovering the rare member of the microbial populations and detecting some of the less detectable microorganism which couldn’t detect by PCR are the most advantages of this method. Conversely it needs large amounts of DNA [52].




6.3. PCR-Based Techniques


In agricultural microbiology the polymerase chain reaction (PCR) method has been applied to study the non-culture able microorganisms in the environment. This revealing approach can be extensively employed in many ecological and agricultural research too. PCR can be performed by the DNA extracted directly from the environmental system. PCR with the aim of 16S rDNA carried out comprehensively to study the microbe diversity and identification [53]. On the other hand, for fungal studies18S rDNA and internal transcribed spacer (ITS) regions are applied usually. In this method universal or specific primers for amplification of the 16S rDNA, 18S rDNA, or ITS have been done by many researchers, and PCR products are separated in different conditions of electrophoresis. Also, PCR product can be studied easily with specific probes to present definite data on the specific microorganism’s community [54].



6.3.1. Denaturing Gradient Gel Electrophoresis (DGGE) and Temperature Gradient Gel Electrophoresis (TGGE)


Denaturing gradient gel electrophoresis (DGGE) and temperature gradient gel electrophoresis (TGGE) are more precise techniques for exploring the microbial communities [55,56,57]. DGGE method can discrete DNA strength with only one specific base-pair variance however they are identical base on the length. In this method the gradient of denaturants electrophoretic system is based on the melting point [58]. With the same rule as DGGE method, in TGGE gradient temperature would be used rather than chemical denaturants. Detection of point mutations in DNA sequences could be achieved by these methods. Reliability, reproducibility to some extent and by some means inexpensive was the advantage of these methods which could provide simultaneous analysis of various samples; and present the fluctuations in microbial populations [59,60].




6.3.2. Length Polymorphisms


Randomly amplified polymorphic DNA polymerase chain reaction (RAPD-PCR) as useful genetic markers is an easy and fast technique for resolving of genetic diversity at various taxonomic levels [61,62]. In this method PCR product amplified with arbitrary primers; the PCR products were evaluated with electrophoresis stained; and the gel images were scrutinized with image documentation systems. The products as a band in the gel were scored and finalized as a matrix of randomly amplified polymorphic DNA bands. The size and percentage of specific bands was exploited to assess genomic multiplicity. Rapid and richness in polymorphic DNA were the advantages of this method compared to others (Figure 2).



Amplified fragment length polymorphisms (AFLP) were PCR-based markers for the fast detection of genetic diversity. Key feature of AFLP-PCR was its capacity for immediate and direct screening of many DNA regions distributed randomly throughout the genome. Detection of polymorphisms of genomic restriction fragments could be done by this method. This PCR based approach had accepted as suitable for evaluating genetic variations among individuals and populations [63,64]. The complexity in homologous markers (alleles), representing this method less applicable for accurate research. Conversely the promptness and simplicity with reliability marks which could be created by AFLPs were making this method as a powerful molecular tool kit for ecologists and evolutionary biologists [65,66].



Restriction fragment length polymorphism (RFLP) is another method that determining microbial mixture community with the help of a DNA sequence. PCR products such as rDNA were digested by restriction enzyme [67]. Different product’s lengths are distinguished by electrophoresis agarose or polyacrylamide gel electrophoresis (PCGE) [68]. Terminal restriction fragment length polymorphism (T-RFLP) follows the same rule could be used to evaluate spatial and temporal deviations in microbial community [32]. One of the most powerful techniques with high resolution and reproducibility for detecting the fungal diversity was automated ribosomal intergenic spacer analysis (ARISA) [69,70]. Ribosomal intergenic spacer analysis (RISA) is related to the length of the ribosomal intergenic spacer region between the 16S and 23S rRNA genes [71,72]. The method has been applied for characterization of different strains along with to classify groups of complexes populations [73,74].This method also can utilize length variability of rRNA genes to categorize trials into operational taxonomic units (OTUs).



Single-strand conformational polymorphism (SSCP) is based on separation of PCR of sequence variation of single-stranded DNA intra molecular folding [75,76,77]. Single-strand conformational polymorphism method was applied to distinguish the purity of microorganisms cultures and discriminate diversity of uncultivated microbial populations in various plants [78]. This method is easier than earlier methods as they don’t need the GC-clamp or specific device for their application. Like other PCR-base method it has the PCR bias limitation. Specific growth enrichment in particular microorganism led to identify the functional study of interest microorganisms is another useful method.



It should mention here that the amplicon sequencing that is based on the specific binding of the pair universal primers to the highly conserved region of microbial genome with the help of PCR and then sequencing, helped significantly to explore the microbial community [79,80]. The most famous one is 16S rDNA gene [81] which utilized commonly for identification of bacteria and microbial community based on the amplification of taxon specific hypervariable regions [80]. The accuracy of the method is highly dependent to the reference database quality and completeness. Sequencing procedures and analysis here should use with careful concern and microbiome results showed inferring and deducing with higher sequence similarity threshold (99%) [82].






7. Metagenomics Approach


Metagenomics approach which utilized the whole genome of the microbial community showed batter advantage compared to amplicon sequencing. As shown the whole genome and even extrachromosomal fragments such as plasmids provided complete information of specific microbe therefore present more depth and clear picture of microbial community [83]. Several quality control techniques and web-based tools helped to provide more approachable and precise illustration of microbial community with metagenomics approach. It should mention here that for detection and identification of effective microbe for further application in agricultural field, identification of bacterial in strain level which cannot achieved with 16S rDNA could be more approachable with metagenomics. Here for constructing the correct structural community the bioinformatics tools to find the inter-genomic differences would be very useful [84]. Furthermore, the functional level of microbial community could be explored with annotation of specific gene and targeting the targeted amplicon of that gene with metagenomics. Thus, gene prediction and annotation of results were two most important steps of functional microbial community structure analysis. It is noteworthy to mention here that prediction of gene doesn’t mean the expression of protein in this method which could bring its limitation [85]. For the more specific information about the whole functional activities of microbiome, many metaproteomic and metametabolomic approaches have been introduced recently that are outside the scope of this minireview and published recently elsewhere [86,87,88,89].




8. Conclusions


Microbiomes with very substantial impact on over life need accurate, precise, and rapid method/s to understand their key functions. This paper reviewed the methods and procedures in agricultural microbiology with emphasis on rhizosphere microbe. In near future with more scientific information on different microbiomes, correct application of them for better functionality would be more available for solving environmental pollutions. In the journey of finding the mechanism of microbiomes, it is important to know the microbial identification methods and their limitation for correct usage and annotations.
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Figure 1. The phospholipid fatty acid (PLFA) method revealed different strategies engaged by microorganism’s population to adapt to the environmental changes such as soil types, climatic origins, and different management. 
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Figure 2. Microbial diversity study from isolation of microbes to metagenomics. SSCP = Single-strand conformational polymorphism, RAPD = Randomly amplified polymorphic DNA, AFLP = Amplified fragment length polymorphisms, RFLP = Restriction fragment length polymorphism, T-RFLP = Terminal restriction fragment length polymorphism, ARISA = Automated ribosomal intergenic spacer analysis, DGGE = Denaturing gradient gel electrophoresis, TGGE = Temperature gradient gel electrophoresis. 
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