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Bacterial diversity analysis of Five Hot Spring in Henan Lushan
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Abstract: [Background] Pingdingshan is rich in hot spring resources. The study of microbial diversity
and community structure in the spring water will help us to better exploit these resources. [Objectives]
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The bacterial diversity of Five Hot Spring (SHANGT, ZHONGT, XIAT, WENT and SHENT) in Henan
Lushan was investigated and analyzed. [Methods] The bacterial 16S rRNA V3-V4 genes were
sequenced by Illumina HiSeq2500 PE250 technology. The OTUs was sorted and counted using
UPARSE, Mothur, Silva, MUSCLE and QIIME software. Finally, the bacterial abundance and diversity
in Five Hot Spring was analyzed. [Results] It was obtained 56 017, 68 319, 65 247, 59 340, 68 825
effective tags, and acquired 670, 287, 337, 598, 381 OTUs from the SHANGT, ZHONGT, XIAT
WENT, and SHENT respectively. The analysis of bacterial classification showed that the bacteria from
Five Hot Springs could be classified as more than 40 phyla. Proteobacteria accounted for 84.12% was
the dominant bacteria. In the genera level, bacteria from Five Hot Springs could be classified into more
than 239 genera. The dominant bacteria of Five Hot Springs (SHANGT, ZHONGT, XIAT, WENT and
SHENT) respectively is Acinetobacter, Tepidimonas, Vogesella and Acinetobacter, Sphingopyxis and
Novosphingobium, Aquabacterium. [Conclusion] Five Hot Springs in Lushan are rich in microbial
resources and may have the potential for the development of such resources.

Keywords: Five Hot Spring, Bacterial diversity, 16S rRNA gene, HiSeq2500 PE250
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Table 1 The water information for Five Hot Spring

Spring Position Longitude Latitude Volume (L) Temperature (°C)
L 112.461 33.755 10 51
SHANGT Buddha hot spring villa
. 112.568 33.746 10 58
ZHONGT The central hospital of Zhaozhuang
. . 112.637 33.724 10 44
XIAT Huanggu bath spa international hotel
. ) 112.562 33.741 10 445
WENT Zhao village Wentang Temple Village
. . 112.794 33.719 10 47
SHENT Xinmengzhuang, Ranghe township

M Total tags (avg:63550) ® Unclassified tage (avg:20) ®m OTUs (avg:455)
H Taxon tags (avg:60487) @ Unique tage (avg:3043)
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Figure1 OTUs clustering and annotation from different samples
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(2.36%) (Acinetobacter) , 20086, 45(S1): 257-261

Sphingopyxis Aquabacterium

(Novosphingobium)
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