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ABSTRACT: In this study, the structure and diversity of bacterial community were investigated in the surface and subsurface marine
sediments using a NGS method (i.e. illumina sequencing technology). The bacterial community in the surface was distinct from that in
the subsurface of marine sediment; with the exception of the phylum FProfeobacteria, the relative abundance of Bacteroides phylum were
higher in the surface than subsurface, whereas the sequences affiliated to the phyla Chloroflexiand Acidobacteria were relatively more
copious in the subsurface than surface sediment. Moreover, interestingly, we observed that the phyla Mitrospinae and Nitrospirae
contribute to nitrogen cycle in the marine sediment. This study may present the possibility for the presence of novel microorganisms as
unexplored sources and provide basic information on the microbial community structure.
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Fig. 1. The abundance of the phyla in Bacteria in the marine sediments. The bacterial 16S rRNA gene sequences were assigned to each phylum using the
mothur package and a reference database of 16S rRNA genes obtained from Ribosomal Database Project.

Table 1. Estimation of sequence diversity and operational taxonomic unit (OTU) of the surface and subsurface marine sediments. Diversity was estimated
using OTUs and was defined as groups with 3% sequence dissimilarity. Diversity indices were calculated by mothur package.

Sample Analyzed Observed Shannon Shannon  Shannon Chao Chao Chao Simpson Simpson Simpson  Good’s
P reads OTUs lei® hei® lci hci P lci hci coverage
Surface 12,638 4,179 6.98 6.94 7.01 12,937.05 12,005.67 13,979.26 237.09 22448  251.19 0.76
Subsurface 18,860 6,405 7.47 7.44 7.50 20,493.00 19,243.06 21,864.63 325.10  309.21 342.73 0.75

* Ici and hci are rarefied 95% low and high confidence intervals (provide by the mothur application), respectively.
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