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Sequence Type: SSU
Number of Samples: 1
Number of Sequences: 9,633
Number of Rejected Sequences: 328 (3.40%)
Raw Sequence Information
Min. Length: 40
Avg. Length: 469
Max. Length: 766
Aligned Sequence information
Min. Length: 40
Avg. Length: 469
Max. Length: 561
Quality Information
Alignment BP Score: 41
Alignment Identity: 54
Alignment Score: 52
Ambiguous Bases: -
Homopolymers: 4
Quality: -
Length: 177
Clustering Information
Number of OTUs: 724 (7.52 %)
Number of Clustered Sequences: 3,325 (34.52 %)
Number of Replicates: 5,256 (54.56 %)
Classification Information
Number of Classified Sequences: 9,106 (94.53 %)
Number of \No Relative’: 199 (2.07 %)
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Abstract

Hot spring extreme ecosystems are important biological resources for identifying the genetic stocks of
thermophilic microorganisms and their biological characteristics in terms of tolerance and survival in
high temperatures in order to use of their potential in various industries and biotechnology. Although
there have been many studies on the microbiome of these biomass in recent years in the world, so far
few studies have been done on such indigenous extreme environments of Iran. Iran has a variety of
geothermal and volcanic areas which contained numerous unique springs with antimicrobial and
antifungal, anti-rheumatism and other muscle aches properties. In this study, the identification of
composition of different taxa of the bacterial community of Qeynarjeh hot spring as one of the hottest
chloride springs in the world with the temperature of 86" C was performed by independent cultivation
methods using next generation sequencing technigues. For quantitative profiling of the relevant
bacterial community or so-called metagenomics analysis, 16s rRNA gene libraries were constructed
from three functional regions of taxonomic classification V1 to V3 with barcoded primers. Using
bioinformatics analysis, 200 different taxa belonging to different bacterial families and genera were
identified with MG-RAST and SILVAnNgs systems. The dominant taxa with the most abundant, are
respectively: Pediococcus acidilactici <uncultured (unclassified) bacterium <Lactobacillus rhamnosus ¢
Thermus scotoductus «<Thermus sp. HR13 Thermus sp. BXR..

Keywords: Extreme ecosystem, Qeynarjeh hot spring, metagenomics, microbiome.





