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Figure 1. View of sampled areas. Above: right: warm-undisturbed; left: warm-disturbed. Down: right: cold-
undisturbed,; left: cold-disturbed.
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Tablel. General characteristics of sampled areas
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Figure 2. Schematic presentation of hypervariable regions used in 16s rRNA sequencing
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Table 2. Sequences of primers used in lllumina library to determine bacterial diversity
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Table 3. PCR reaction mixture for primer pairs of F27/R519 and F515/R806
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Table 4. PCR reaction conditions for amplification of V1-V3 (F27/R519) and V4-V5 (F515/R806) regions
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Table 5. Number of members identified by primers F27/R519 and F515/R806 in spring in each of the classification levels in the studied areas
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Table 6. Number of members identified by primers F27/R519 and F515/R806 in autumn in each of the classification levels in the studied areas
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Abstract

Introduction: The aim of this study was to compare the effect of primers in evaluating soil bacterial community
structure. Methods and Materials: For this purpose, soil samples were taken from cold and warm area which grazed
(disturbed) or not grazed (undisturbed) in spring and autumn. Microbial DNA was extracted and sequenced after
amplification by two primers which amplify V1-V3 and V4-V5 area of 16S rRNA. Next generation sequencing data
were analyzed by QIME to determine bacterial community structure. Results: Results showed the effect of area,
grazing and season on bacterial community structure. NGS data analysis showed that primers which amplified V4-V5
area identified more bacteria (97.9%) in compared to V1-V3 primers (90.4%). V1-V3 primers had better efficiency to
identify Proteobacteria (37.85%) in compared to V4-V5 which identified more Actinobacteria (33.6%). In addition,
V4-V5 primers identified more bacteria in class, family and genus taxonomic groups in compared to V1-V3 primer.
Discussion: Although V4-V5 primer had better efficiency in bacteria identification, it is recommended to use both

primers to evaluate precisely bacterial community structure.
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